Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4741960 

574 

2.0e-59 

128 

85 

{AF134130) Lhcb6 protein [Arabidopsis thaliana] 
163411 

LIB3177-062-P1-K1-F5 
BLASTN 

g4249393 
103 

6.0e-51 

131 

95 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163412 

LIB3177-062-P1-K1-F6 

BLASTX 

g2104957 

584 

2.0e-60 

107 

100 

(U96924) immunophilin [Arabidopsis thaliana] 
163413 

LIB3177-062-P1-K1-F7 

BLASTX 

g3413714 

364 

7.0e-35 

105 

22 

IhTlllllV ^""^^^^""^ ruyrosinase-binding protein [Arabidopsis 



163414 

LIB3177-062-P1-K1-F8 
BLASTN 

g3985958 
286 

l.Oe-160 

419 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MZNl, complete sequence [Arabidopsis thaliana] 

163415 

LIB3177-062-P1-K1-F9 
BLASTN 

g2760167 
127 

3.0e-65 



clone ; 



21801 



Match length 24 6 

% identity 100 
NCBI Description 



Seq. No. 
Seq. -ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S^o?s'^''^^^^^^^^^''^ ^^''''''^^ DNA, chromosome 5, PI clone 
MC015, complete sequence [Arabidopsis thaliana] 

163416 

LIB3177-062-P1-K1-G1 
BLASTX 
g2088662 
605 

6.0e-63 
140 
85 

(AF002109) unknown protein [Arabidopsis thaliana] 
163417 

LIB3177-062-P1-K1-G10 
BLASTN 
g4220632 
164 

4.0e-87 
429 
98 

-JS?^'^''^^'^^.^^^^^^''^ genomic DNA, chromosome 5, TAC clone 
K6M13, complete sequence [Arabidopsis thaliana] 

163418 

LIB3177-062-P1-K1-G12 

BLASTX 

g2500378 

464 

2.0e-46 

95 

92 

60S RIBOSOMAL PROTEIN L37 
163419 

LIB3177-062-P1-K1-G2 

BLASTX 

g3286693 

450 

4.0e-58 

125 

98 

fOEr^fi f ^ Polypeptide of oxygen-evolving complex 
(OEC) m photosystem II [Arabidopsis thaliana] 

163420 

LIB3177-062-P1-K1-G3 
BLASTN 

g4090568 
114 

l.Oe-57 

186 

97 

Arabidopsis thaliana Myb-related transcription factor CCAl 
gene, complete cds i-^cuor ucai 



21802 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-Seq. No. 
Seq. ID 
Method * 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163421 

LIB3177-062-P1-K1-G4 

BLASTX 

g2500497 

314 ' 

7.0e-29 

72 

78 

40S RIBOSOMAL PROTEIN S21 >gi_14 1937 2_emb_CAA67 225 . 1 
{X98656) ribosomal protein S21 [Zea mays] ~ 

163422 

LIB3177-062-P1-K1-G5 

BLASTX 

gll5385 

62 

6.0e-67 

132 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

163423 

LIB3177-062-P1-K1-G6 

BLASTX 

gl732570 

713 

l.Oe-75 

157 

85 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
163424 

LIB3177-062-P1-K1-G7 

BLASTX 

g2062161 

735 

3.0e-78 

139 

50 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

163425 

LIB3177-062-P1-K1-G8 

BLASTX 

g3286693 

611 

9.0e-64 

125 

98 

(Y15433) 33 JcDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 



Seq. No. 



163426 



21803 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value • 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 



LIB3177-062-P1-K1-G9 

BLASTX 

g3096931 

576 

l.Oe-59 
■ 113 
99 

{AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 

163427 

LIB3177-062-P1-K1-H10 

BLASTN 

g2281081 

227 

l.Oe-125 

227 

100 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163428 

LIB3177-062-P1-K1-H11 

BLASTN 

g2351062 

210 

l.Oe-114 

362 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAH20, complete sequence [Arabidopsis thaliana] 



163429 

LIB3177-062-P1-K1-H2 

BLASTX 

g2199574 

340 

2.0e-32 

65 

98 

(AF004293) aquaporin [Brassica rapa] 
163430 

LIB3177-062-P1-K1-H3 

BLASTX 

g3914658 

294 

5.0e-27 

74 

80 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>gi_1694 974_emb_CAA70851_ (Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 

163431 

LIB3177-062-P1-K1-H4 
BLASTX 



21804 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2506443 
553 

6.0e-57 

139 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2 11752 0_pi r JQl 2 8 5 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 {M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

163432 

LIB3177-062-P1-K1-H5 

BLASTX 

gll3026 

372 

9.0e-63 

135 

87 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir ^WZRPI .J:socitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 {L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163433 

LIB3177-062-P1-K1-H6 

BLASTX 

g4741952 

98 

8.0e-66 

125 

60 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
163434 

LIB3177-062-P1-K1-H7 

BLASTX 

gl32090 

618 

2.0e-64 

113 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4 . 1 . 1 . 39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_ernb_CAA32700_ 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 



163435 



21805 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-062-P1-K1-H9 

BLASTN 

g4587641 

165 

l,0e-87 

286 

99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

163436 

LIB3177-063-P1-K1-A12 

BLASTN 

g3047100 

90 

2.0e-43 

122 

94 

Arabidopsis thaliana BAC F6N23 
163437 

LIB3177-063-P1-K1-A3 

BLASTN 

g4756963 

280 

l.Oe-156 

326 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

163438 

LIB3177-063-P1-K1-A4 

BLASTX 

g2661422 

442 

3.0e-57 

122 

94 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] >gi_3096936_emb_CAA1884 6. 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 

163439 

LIB3177-063-P1-K1-A5 

BLASTX 

g3157947 

361 

7.0e-35 

74 

53 

(AC002131) Similar to protein gb_Z74962 from Brassica 
oleracea which is similar to bacterial YRNl and HEAHIO 
proteins. ESTs gb_T21954, gb_T04283, gb_Z37609, gb_N37366, 
gb_R90704, gb_F15500 and gb_F14353 come from this gene. 
[Arabidopsis tha 



21806 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



163440 

LIB3177-063-P1-K1-A6 

BLASTX 

g3892722 

534 

l.Oe-54 

120 

92 

{AL033545) putative protein [Arabidopsis thaliana] 
163441 

LIB3177-063-P1-K1-A7 

BLASTX 

gl21075 

259 

5.0e-23 

63 

84 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR >gi 166725 
(M82921) H-Protein precursor [Arabidopsis thaliana] 
>gi_861215 (U27144) glycine decarboxylase complex H-protein 
precursor [Arabidopsis thaliana] >gi_3608151 (AC005314) 
glycine decarboxylase complex H-protein [Arabidopsis 

thaliana] >gi_4 45119_prf 1908425A Gly 

decarboxylase :SUBUNIT=H protein [Arabidopsis thaliana] 

163442 

LIB3177-063-P1-K1-B1 

BLASTX 

gll5385 

216 

5.0e-18 

43 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

163443 

LIB3177-063-P1-K1-B11 

BLASTN 

g4455262 

97 

2.0e-47 

.217 
58 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 

163444 

LIB3177-063-P1-K1-B12 
BLASTX 
g4587564 
364 

l.Oe-72 
145 



F17L22 



21807 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
, BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



100 

(AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb_R30423, gb_T42998, gb_Z18178, gb T14133, 
gb__N65521, gb_T424 98, gb_T41918, gb_N38024 

163445 

LIB3177-063-P1-K1-B2 

BLASTN 

g4757417 

236 

l.Oe-130 

364 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 

163446 

LIB3177-063-P1-K1-B3 

BLASTX 

gll70247 

324 

l.Oe-30 

64 

89 

HEVEIN-LIKE PROTEIN PRECURSOR >gi_40724B (U01880) 
pre-hevein-like protein [Arabidopsis thaliana] 

163447 

LIB3177-063-P1-K1-B4 

BLASTX 

g418405 

45 

l.Oe-09 

82 

45 

HYPOTHETICAL 55.9 KD PROTEIN IN GDA1-UTR2 INTERGENIC REGION 

>gi_320711_pir S30838 hypothetical protein YEL041w - yeast 

(Saccharomyces cerevisiae) >gi_603638 (U18779) Yel041wp 
[Saccharomyces cerevisiae] 

163448 

LIB3177-063-P1-K1-B5 

BLASTX 

g4056502 

115 

l.Oe-36 

102 

84 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
163449 

LIB3177-063-P1-K1-B6 

BLASTX 

g3236246 

450 

4 .Oe-45 



21808 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
93 

(AC004684) putative expansin protein [Arabidopsis thaliana] 
163450 

LIB3177-063-P1-K1-B7 

BLASTX 

gl32110 

343 

l.Oe-32 

69 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163451 

LIB3177-063-P1-K1-B9 

BLASTX 

g2688824 

200 

4 .Oe-16 

53 ~ 
72 

{U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 163452 

Seq. ID LIB3177-063-P1-K1-C10 

Method BLASTN 

NCBI GI gl64 70 

BLAST score 107 

E value 2.0e-53 

Match length 159 

% identity 92 

NCBI Description Arabidopsis thaliana itiRNA for rubisco activase 

Seq. No. 163453 

Seq. ID LIB3177-063-P1-K1-C12 

Method BLASTX 

NCBI GI g4455248 

BLAST score 4 61 

E value 3.0e-4 6 

Match length 105 

% identity 96 

NCBI Description (AL035523) acyl carrier-like protein [Arabidopsis thaliana] 

Seq. No. 163454 

Seq. ID LIB3177-063-P1-K1-C2 

Method BLASTN 

NCBI GI g4757409 

BLAST score 71 

E value l.Oe-31 

Match length 389 



21809 



4 



% identity 

NCBI Description 



68 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 



Seq. No. 


163455 


Seq. ID 


LIB3177-063-P1 -Kl -rS *" 


Method 


BLASTN 


NCBI GI 


a4733953 

t ^ *j ^ ^ ^ 


BLAST score 


138 


E value 


1 np-71 

X • \JC / X 






% identitv 


94 


NCBI Descriotion 


nx cuw^x (^wj^o X o ciicixxciiia. L>ilx vjIUtJoi 




sequence, complete sequence 


Sea No 


163456 


Seq. ID 


LTR31 77-nfi3-P1 -K^ -Pfi 




RT.A^Ty 


NCBI GI 


nl 4fiRfin4 

yX*100D\J*i 




1 47 

X *i / 


W \7 i5 1 n o 




Matph 1 pnnhh 


36 


% identity 


86 


NCBI Description 


fZ49842^ ribulo<5phi nhn«;nh;^1-p 

\iji^\j'iC'/ xxjk^i^xwocjk^x^i iwo kf*! id u c 


Seq. No. 


163457 


Seq. ID 


T.TR'^1 77-nfi'^-P1 -Wl -CI 


Mp1" hori 


ijXir^o 1 IN 




rr47S7dnS 


BLAST score 


154 


F* 1 n fa 
i-j V a. X 


O . Uc O ± 




^47 


% i dent i 1" v 


97 


NCBI Description 


Arab i done; -Jo t'hpli;^n;^ rrpnrim i n 




MOJIO. comolete secrupnpp 


Seq. No. 


163458 


Sea. ID 


LTB3i77-nfi3-pi -K^ -rft 

XiXJDJX / / VJ \J J IT X J\X 


Method 


BLASTN 


NCBI GI 




BLAST score 


209 


x-j V a J. c 


1 np-i 1 4 

X . C X X *x 




21 3 

^ X ^ 


% identity 


100 


NCBI Description 


ArabidoDsis thaliana aenomic 




K18L3, complete sequence [Arc 


Seq. No. 


163459 


Seq. ID 


LIB3177-063-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gll70939 


BLAST score 


687 


E value 


l.Oe-72 


Match length 


139 


% identity 


93 



I BAC F13011 genomic 



TAG clone; 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 3 {METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 



21810 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

163460 

LIB3177-063-P1-K1-D1 

BLASTN 

g3335356 

91 

8.0e-44 

195 

98 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163461 

LIB3177-063-P1-K1-D11 

BLASTX 

g3738340 

360 

l.Oe-34 

80 

81 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 
163462 

LIB3177-063-P1-K1-D12 

BLASTX 

g399013 

261 

4.0e-23 

54 

94 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP^ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ {X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163463 

LIB3177-063-P1-K1-D3 

BLASTN 

g4539415 

142 

3.0e-74 

210 

100 

Arabidopsis thaliana DNA chromosome 
project) 

163464 

LIB3177-063-P1-K1-D4 

BLASTN 

g4584387 



4, BAC clone (ESSA 



21811 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

3.0e-21 

124 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F7J7 



163465 

LIB3177-063-P1-K1-D5 

BLASTX 

g3834310 

644 

l.Oe-67 

130 

98 

{AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb Z24 4 64 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb T22122 
come from this gene. [Arabidopsis thaliana] ~ 

163466 

LIB3177-063-P1-K1-D7 

BLASTN 

g2262135 

202 • - 

l.Oe-110 

241 

96 

Arabidopsis thaliana BAC TlOPll from chromosome IV, near 15 
cM, complete sequence 



Seq. No, 
Seq. ID 
Method 



163467 

LIB3177-063-P1-K1-D8 

BLASTN 

g4741959 

34 

5.0e-10 

41 

98 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete' 
cds ^ 

163468 

LIB3177-063-P1-K1-D9 

BLASTX 

gl35467 

208 

4.0e-17 

39 

95 

TUBULIN BETA-4 CHAIN >gi_212954 6_pir_S68 122 beta-tubulin 4 
- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

163469 

LIB3177-063-P1-K1-E10 
BLASTX 
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NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq, No. 
Seq. ID 
Method 

ncbi'gi 

BLAST score 
E value 
Match length 
% identity ' 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3123745 
230 

2.0e-19 
83 
52 

(AB013447) aluminmn-induced [Brassica napus] 
163470 

LIB3177-063-P1-K1-E11 
BLASTX 
gl32110 
161 

l.Oe-11 
34 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060 pir RKMUB3 '^'''^''"^^''^ 
ribulose-bisphosphate carboxylase (EC 4.17l 39) small nh^Hn 

iXlT^^^^^^^^^ >gi_16;95'irn^"?ii32;?r 
thanf^i] bisphosphate carboxylase [A?abidopsis " 

163471 

LIB3177-063-P1-K1-E12 

BLASTX 

g4586256 

447 

2.0e-44 

129 

72 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] ^ ^^ursor 

163472 

LIB3177-063-P1-K1-E2 
BLASTN 

g3169309 
51 

7.0e-20 

67 

94 

<™pK?r?eL:i™^;:.rcir="' ^^^^-^^^^ ^^-^ type i 

163473 

LIB3177-063-P1-K1-E3 
BLASTX 

gll75013 
331 

2.0e-31 

78 

87 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi 629542 pir S44084 
plasma membrane intrinsic protein 2a - A7^hidn^7?o^ i 
>gi 472877_emb_CAA53477_ (^75883) pLsm^e^r^nr in^r^ 
protein 2a [Arabidopsis thaliana] intrinsic 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163474 

LIB3177-063-P1-K1-E4 

BLASTX 

gl916290 

215 

2.0e-17 

72 

51 

(U89876) ALY [Mus musculus] 
163475 

LIB3177-063-P1-K1-E7 

BLASTN 

g3702734 

302 

l.Oe-169 

334 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNB8, complete sequence [Arabidopsis thaliana] 

163476 

LIB3177-063-P1-K1-E9 

BLASTX- 

gl3455'92 

381 

5.0e-37 

83 

95 

14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 (U36446) GF14 
epsilon isoform [Arabidopsis thaliana] 

163477 

LIB3177-063-P1-K1-F1 

BLASTX 

g2119846 

601 

3.0e-68 

144 

94 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

163478 

LIB3177-063-P1-K1-F11 

BLASTN 

g3510247 

209 

l.Oe-114 

408 

99 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
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sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163479 

LIB3177-063-P1-K1-F12 

BLASTX 

g548355 

459 

4.0e-46 

100 

91 

NITRATE REDUCTASE 1 (NRl) >gi_486751_pir_S35228 nitrate 
reductase (NADH) (EC 1.6.6.1) 1 - Arabidopsis thaliana 
>gi_22757_emb_CAA79494_ (Z19050) nitrate reductase 

[Arabidopsis thaliana] >gi_44 8286_prf 1916406A nitrate 

reductase [Arabidopsis thaliana] 

163480 

LIB3177-063-P1-K1-F2 

BLASTX 

gl36636 

288 

9.0e-26 ■ - 

75 

80 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conj ugating enzyme UBCl - 

Arabidopsis thaliana >gi_4 42594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E . C. 6. 3 . 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

163481 

LIB3177-063-P1-K1-F3 

BLASTX 

gl363489 

691 ^ 

4 .Oe-73 

128 

99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

163482 

LIB3177-063-P1-K1-F4 

BLASTX 

g4678260 

497 

3.0e-50 

121 

86 

(AL049657) putative protein [Arabidopsis thaliana] 



Seq. No. 



163483 
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Seq. ID 
'Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

'E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3177-063-P1-K1-F5 

BLASTN 

g3510247 

35 

3.0e-10 

47 

94 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163484 

LIB3177-063-P1-K1-F6 

BLASTX 

g4586111 

227 

l.Oe-18 

78 

65 

{AL04 9638) putative protein [Arabidopsis thaliana] 
163485 

LIB3177-063-P1-K1-F7 
' BLASTN 
g4581084 
121 

l.Oe-61 

280 

98 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence / complete sequence 

163486 

LIB3177-063-P1-K1-F8 

BLASTN 

g4582437 

86 

6.0e-41 

171 

99 

Arabidopsis thaliana chromosome II BAC F7024 genomic 
sequence, complete sequence 

163487 

LIB3177-063-P1-K1-F9 

BLASTX 

g4585935 

735 

3.0e-78 

140 

99 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

163488 

LIB3177-063-P1-K1-G10 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4454048 
61 

4.0e-70 

131 

99 

{AL035394) putative protein [Arabidopsis thaliana] 
163489 

LIB3177-063-P1-K1-G3 

BLASTX 

gll5767 

531 

7.0e-65 

129 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163490 
• LIB3177-063-P1-K1-G4- 
BLASTX 
gl076308 
428 

3.0e-42 

123 

72 

RNA-binding protein cp33 precursor - Arabidopsis thaliana 
>gi_681910_dbj_BAA06522_ (D31714) cp33 [Arabidopsis 
thaliana] 

163491 

LIB3177-063-P1-K1-G6 

BLASTX 

g4204266 

323 

l.Oe-53 

128 

93 

(AC005223) 52263 [Arabidopsis thaliana] 
163492 

LIB3177-063-P1-K1-G8' * 

BLASTX 

gl32074 

602 

9.0e-63 

110 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163493 

LIB3177-063-P1-K1-G9 

BLASTN 

gl843627 

70 

4.0e-31 

126 

89 

Arabidopsis thaliana SNF5 homolog BSH (bsh) mRNA, 
cds 



complete 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163494 

LIB3177-063-P1-K1-H1 

BLASTX 

g2506496 

663 

9.0e-70 

128 

99 

GLUTATHIONE S-TRANSFERASE ERDll {CLASS PHI) 
>gi_1890156_emb_CAA72413_^ (Y11727) gluthatione 
S-transferase [Arabidopsis thaliana] 

163495 

LIB3177-063-P1-K1-H10 

BLASTN 

g4584351 

346 

O.Oe+00 

390 

97 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

163496 

LIB3177-063-P1-K1-H12 

BLASTN 

g2244991 

152 

5.0e-80 

282 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contia 
fragment No ^ 

163497 

LIB3177-063-P1-K1-H2 

BLASTX 

g4539316 

535 

8.0e-55 

121 

93 

{AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI - 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163498 

LIB3177-063-P1-K1-H3 
BLASTX . 
g4337175 
591 

2.0e-61 
133 
89 

(AC006416) ESTs gb_T20589, gb_T04648, gb AA597906, 
^K-Ianni^' gb_R84180, gb_R65428, gb T44439, gb T76570, 
ah-JA?9S9;n^^-^^^2^^' gb T42457, gb:T20921, gb-AA042762 and 
gb_AA720210 come from thxs gene. [Arabidopsis thaliana] 

163499 

LIB3177-063-P1-K1-H4 

BLASTX 

gl732570 

774 

8.0e-83 

145 

98 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
163500 

LIB3177-063-P1-K1-H5 

BLASTX 

g2129562 

707 

6.0e-75 

139 

96 

class III ADH, glutathione-dependent formaldehyde 
dehydrogenase. - Arabidopsis thaliana 
>gi_1143388_emb_CAA57973_ (X82647) class III ADH 
glutathione-dependent formaldehyde dehydrogenase' 
[Arabidopsis thaliana] 

163501 

LIB3177-063-P1-K1-H6 

BLASTN 

g4584351 

410 

O.Oe+00 

446 

98 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

163502 

LIB3177-063-P1-K1-H7 

BLASTX 

g4204274 

783 

8.0e-84 

142 

99 

(AC004146) ribulose bisphosphate carboxylase, small subunit 
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[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



163503 

LIB3177-064-P1-K1-A1 

BLASTX 

gl769905 

365 

7.0e-35 

112 

64 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



163504 

LIB3177-064-P1-K1-A11 

BLASTX 

g2213884 

439 

l.Oe-43 

119 

73 

(AF004166) 2-isopropylitialate synthase [Lycopersicon 
pennellii] 

163505 

LIB3177-064-P1-K1-A2 

BLASTN 

g2264306 

457 

O.Oe+00 

457 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 

163506 

LIB3177-064-P1-K1-A3 

BLASTN 

g3540210 

54 

2.0e-22 

54 

100 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163507 

LIB3177-064-Pl-Kl^A4 

BLASTX 

g3193285 

497 

2.0e-50 

99 

99 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 
163508 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-064-P1-K1-A5 

BLASTX 

gl764100 

348 

7.0e-33 

67 

99 

(U81805) GDP"D-mannose-4, 6-dehydratase [Arabidopsis 
thaliana] 

163509 

LIB3177-064-P1-K1-A6 

BLASTX 

g3142289 

455 

2.0e-45 

94 

90 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_a37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

163510 

LIB3177-064-P1-K1-A8 

BLASTX 

g2492952 

224 

l.Oe-18 

95 

88 

CHORISMATE SYNTHASE 1 PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE 1) 

>gi_542026_pir S40410 chorismate synthase (EC 4.6.1.4) 1 

precursor - tomato >gi_4104 82_emb_CAA7 9859_ {Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 

163511 

LIB3177-064-P1-K1-A9 

BLASTN 

g2264307 

344 

O.Oe+00 

445 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24, complete sequence [Arabidopsis thaliana] 

163512 

LIB3177-064-P1-K1-B1 

BLASTX 

gl710530 

758 

6.0e-81 

141 

99 

60S RIBOSOMAL PROTEIN L27A >gi_212971 9_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
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L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163513 

LIB3177-064-P1-K1-B10 

BLASTX 

g2499535 

145 

3.0e-09 ~ 

32 

78 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi_595681 
{U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. NOi 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163514 

LIB3177-064-P1-K1-B12 

BLASTX 

g3785991 

368 

2.0e-35 
79 
.92 

{AC005560) putative MAP kinase [Arabidopsis thaliana] 
163515 

LIB3177-064-P1-K1-B2 

BLASTX 

gl31381 

355 

3.0e-34 

69 

97 

OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_99745_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571__emb_CAA36675_ (X52428) 33 
JcDa oxygen-evolving protein [Arabidopsis thaliana] 

163516 

LIB3177-064-P1-K1-B3 

BLASTN 

g2245031 

408 

O.Oe+00 

431 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



163517 

LIB3177-064-P1-K1-B4 

BLASTX 

g4538963 

330 

9.0e-31 
68 
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% identity 
NCBI Description 



96 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_474 195 8_gb_AAD2 8776 . 1 AF134129 1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 

163518 

LIB3177-064-P1-K1-B5 

BLASTX 

g4538963 

366 

2.0e-58 

143 

76 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1 AF134129 1 
(AF134129) LhcbS protein [Arabidopsis thaliana] " 

163519 

LIB3177-064-P1-K1-B6 

BLASTN 

g4757405 

133 

l,0e-68 

426 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone- 
MOJIO, complete sequence 

163520 

LIB3177-064-P1-K1-B7 

BLASTX 

gll68200 

324 

4.0e-30 

80 

88 

14-3-3-LIKE PROTEIN GF14 PSI (14-3-3-LIKE PROTEIN RCIl) 
>gi_1361988_pir_S57277 GF14 protein psi chain - 
Arabidopsis thaliana >gi_166717 {L09110) GF14 psi chain 
[Arabidopsis thaliana] >gi_487789 (U09375) GF14psi isoform 
[Arabidopsis thaliana] 

163521 

LIB3177-064-P1-K1-B9 

BLASTX 

g3367536 

415 

2.0e-46 

99 

99 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAG 
gb_AL022140. EST gb_T04695 comes from this gene. - 

[Arabidopsis thaliana] . 

163522 

LIB3177-064-P1-K1-C10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g541858 

614 

8.0e-64 

127 

98 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 694 84_dbj_BAA03921_ (D164 54) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 {AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

163523 

LIB3177-064-P1-K1-C3 

BLASTX 

gl36636 

469 

5.0e-47 

87 

99 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBCl ■ 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E . C . 6 . 3 . 2 . 19) >gi_298 1894_pdb_2AAK 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana" 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

163524 

LIB3177-064-P1-K1-C5 

BLASTX 

g2956690 

433 

6,0e-43 
116 
58 



(UBIQUITIN-PROTEIN 



DO 

(AJ223306) PSBY [Arabidopsis thaliana] >gi_3414g 
(AF079800) PsbY precursor [Arabidopsis thaliana] 

163525 

LIB3177-064-P1-K1-C6 
BLASTX 
g2506443 
279 

4.0e-25 
87 
69 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE 
CHLORO PLAST >gi_2 1 1 7 5 2 0_pi r_ JQ 1285 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ {X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 



A PRECURSOR, 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163526 

LIB3177-064-P1-K1-C7 
BLASTN 
g313151 
42 

4 .Oe-14 
74 
95 

A.thaliana ribosomal protein S15 mRNA, complete CDS 
163527 

LIB3177-064-P1-K1-C8 
BLASTX 
g4 4 67099 
388 

8.0e-38 
80 

163528 

LIB3177-064-P1-K1-C9 

BLASTX 

g4263718 

786 

4.0e-84 

157 

98 

tSifnf]' P^^^^^^^ topoisomerase III beta [Arabidopsis 

163529 

LIB3177-064-P1-K1-D10 

BLASTX 

g3688182 

604 

8.0e-63 

125 

90 

(AL031804) P-Protein - like protein [Arabidopsis thaliana] 
163530 

LIB3177-064-P1-K1-D11 

BLASTX 

gl32102 

463 

l.Oe-46 

87 

95 

^onoToo^ BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061 pir RKMUB2 '^''^'^''''^^^ 
ribulose-bisphosphate carboxylase (EC 4.171.39) small chairi^ 

(Xi?56jrr?h ^ ^"^^^T'^ '^"'^"^^ >gi.l6194 emb cAsiloT 
t^a^f^l] bisphosphate carboxylase [Arabidopsis " 



21825 



Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



163531 

LIB3177-064-P1-K1-D12 

BLASTX 

g2252828 

489 

2.0e-49 

118 

85 

(AF013293) No definition line found [Arabidopsis thaliana] 
163532 

LIB3177-064-P1-K1-D2 

BLASTX 

g4586047 

519 

7,0e-53 

138 

75 

{AC007020) putative ferritin protein [Arabidopsis thaliana] 
>gi_4588004_gb_AAD25945.1_AF085279_18 (AF085279) 
hypothetical ferritin subunit [Arabidopsis thaliana] 

163533 

LIB3177-064-P1-K1-D3 

BLASTX 

gl514977 

305 

5.0e-28 

84 

79 

(D84 669) VM23 [Raphanus sativus] 
163534 

LIB3177-064-P1-K1-D4 

BLASTX 

g3894186 

555 

3.0e-57 

118 

91 

(AC005662) putative embryo-abundant protein [Arabidopsis 
thaliana] 

163535 

LIB3177-064-P1-K1-D5 

BLASTN 

g3643588 

104 

2.0e-51 

292 

94 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163536 

LIB3177-064-P1-K1-D6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2499609 

280 

3.0e-25 

53 

100 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 5 (MAP KINASE 5) 
{ATMPK5) >gi_629546_pir_S40471 mitogen-activated protein 
kinase 5 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457402_dbj_BAA04868_ (D21841) MAP kinase [Arabidopsis 
thaliana] 

163537 

LIB3177-064-P1-K1-D7 

BLASTX 

g4218120 

461 

4.0e-46 

116 

78 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

163538 

LIB3177-064-P1-K1-D8 

BLASTX 

g3212869 

809 

7.0e-87 

153 

99 

(AC004005) unknown protein [Arabidopsis thaliana] 
163539 

LIB3177-064-P1-K1-D9 

BLASTN 

g4584351 

284 

l.Oe-159 

336 

96 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

163540 

LIB3177-064-P1-K1-E10 

BLASTX 

gl32166 

161 

3.0e-ll 

56 

66 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_81 660_pir S04048 

ribulose-bisphosphate carboxylase activase precursor - 
Arabidopsis thaliana >gi_164 71_emb_CAA32429 {X14212) 
rubisco activase (AA 1 - 473) [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match, length 

% identity 

NCBI Description 



163541 

LIB3177-064-P1-K1-E11 

BLASTX 

gl32074 

472 

l.Oe-47 

96 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 
(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir_RKMUAl 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

163542 

LIB3177-064-P1-K1-E2 

BLASTX 

gl31398 

58 

3.0e-49 

137 

78 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir_F2MU10 photosystem II lOK protein precursor 
- Arabidbpsis thaliana >gi_16447_eitib_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T046797 gb N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb T45400 
come from this gene. [Arabidopsis ~ 

163543 

LIB3177-064-P1-K1-E3 

BLASTX 

gll72872 

532 

2.0e-54 

103 

96 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 185 6_pir_JN0718 
drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373 
(D13042) thiol protease [Arabidopsis thaliana] ~ ~ 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

163544 

LIB3177-064-P1-K1-E4 

BLASTX 

g4512615 

52 

9.0e-34 

83- 
78 

(AC004793) Strong similarity to gb_X59970 3-isopropylmalate 
dehydrogenase (IMDH) from Brassica napus. EST gb_F14478 
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comes from this gene. [Arabidopsis thaliana] 

Seq. No. 163545 

Seq. ID LIB3177-064-P1-K1-E5 

Method BLASTX 

NCBI GI gl32102 

BLAST score 752 

E value 3.0e-80 

Match length 145 

% identity 97 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

Seq. No. 163546 

Seq. ID LIB3177-064-P1-K1-E6 

Method BLASTX 

NCBI GI gl21902 

BLAST score 422 

E value 2.0e-41 

Match length 136 
' % identity 68 

NCBI Description HISTONE Hl.l >gi_1070594_pir HSMUll histone Hl.l - 

Arabidopsis thaliana >gi_16317_emb_CAA44 314_ (X62458) 
Histone HI [Arabidopsis thaliana] ~ 

Seq. No. 163547 

Seq. ID LIB3177-064-P1-K1-E7 

Method BLASTX 

NCBI GI g541858 

BLAST score 48 

E/^value 8.0e-42 

Match length 8 9 

% identity 99 

NCBI Description endoxyloglucan transferase - Arabidopsis thaliana 
>gi_469484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

Seq. No. 163548 

Seq. ID LIB3177-064-P1-K1-F10 

Method BLASTN 

NCBI GI g2062153 

BLAST score 4 9 .a ■ 

E value 2.0e-18 

Match length 73 

% identity 41 

NCBI Description Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 163549 

Seq. ID LIB3177-064-P1-K1-F11 

Method BLASTN 

NCBI GI g4539331 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173 

2.0e-92 

392 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F22I13 



163550 

LIB3177-064-P1-K1-F12 

BLASTX 

g2143227 

167 

3.0e-12 

46 

74 

(Y13356) glyoxysomal isocitrate lyase [Brassica napus] 
163551 

LIB3177-064-P1-K1-F2 

BLASTN 

g4468801 

141 

l.Oe-73 

212 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6G17 
(ESSA project) 

163552 

LIB3177-064-P1-K1-F4 

BLASTX 

g4467099 

389 

5.0e-38 

75 

100 

(AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 



163553 

LIB3177-064-P1-K1-F5 

BLASTN 

g3449334 

117 

3.0e-59 

230 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MYH9, complete sequence [Arabidopsis thaliana] 

163554 

LIB3177-064-P1-K1-F7 

BLASTX 

g3286693 

632 

3.0e-66 
127 
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% identity 

NCBI Description 



100 

(Y154 33) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



163555 

LIB3177-Q64-P1-K1-F8 
BLASTN 
g4159705 
20 

2.4e-01 
176 
T 93 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGD8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163556 

LIB3177-064-P1-K1-F9 

BLASTN 

g4741959 

96 

6.0e-47 

150 

91 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) 
cds 



mRNA, complete 



163557 

LIB3177-064-P1-K1-G10 

BLASTX 

g4455251 

482 

l.Oe-48 

140 

69 

(AL035523) magnesium-protoporphyrin IX 
methyltransferase-like protein [Arabidopsis thaliana] 

163558 

LIB3177-064-P1-K1-G11 

BLASTX 

g282865 

311 

6.0e-29 

73 

82 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ {X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

163559 

LIB3177-064-P1-K1-G12 

BLASTN 

g4589445 

64 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-28 

80 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

163560 

LIB3177-064-P1-K1-G2 

BLASTN 

g3510341 

149 

l.Oe-78 

161 

37 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC16, complete sequence [Arabidopsis thaliana] 

163561 

LIB3177-064-P1-K1-G3 

BLASTX 

gll5767 

645 

l.Oe-67 

140 • 
90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ ,(X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163562 

LIB3177-064-P1-K1-G4 

BLASTX 

g2271485 

525 

8.0e-54 

105 

99 

(AF009647) arginine decarboxylase [Arabidopsis thaliana] 
>gi_3096940_emb_CAA18850.1_ (AL023094) arginine 
decarboxylase SPE2 [Arabidopsis thaliana] 

163563 

LIB3177-064-P1-K1-G6 

BLASTN 

g259446 

158 

l.Oe-83 

177 

100 

glycine-rich protein {clone atGRP-3} [Arabidopsis thaliana, 
C24, mRNA, 680 nt] 



Seq. No. 



163564 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3177-064-P1-K1-G7 

BLASTX 

g4584523 

307 

2.0e-28 
61 
98 

(AL049607) 



putative protein [Arabidopsis thaliana] 



163565 

LIB3177-064-P1-K1-G8 

BLASTX 

g4454037 

726 

3.0e-77 

139 

96 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

163566 

LIB3177-064-P1-K1-G9 

BLASTN 

g4063737 

68 

5.0e-30 

96 • 
93 

Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163567 

LIB3177-064-P1-K1-H10 

BLASTN 

g438448 

65 

2.0e-28 

101 

91 

Arabidopsis thaliana carbonic anhydrase (cal80) mRNA, 
complete cds 

163568 

LIB3177-064-P1-K1-H12 

BLASTX 

g4455210 

557 

3.0e-57 

127 

83 

(AL03544 0) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 

163569 

LIB3177-064-P1-K1-H3 

BLASTX 

g397555 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164 

2.0e-23 

74 

71 

{X61664) photosystem I psaH protein [Nicotiana sylvestris] 
163570 

LIB3177-064-P1-K1-H4 

BLASTX 

g4741948 

755 

2,0e-80 

142 

100 

{AF134124) Lhcb2 protein [Arabidopsis thaliana] 
163571 

LIB3177-064-P1-K1-H5 

BLASTX 

gll5470 

308 

3.0e-28 

133 

51 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 

163572 

LIB3177-064-P1-K1-H7 

BLASTX 

gl769905 

303 

9.0e-28 

99 

62 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

163573 

LIB3177-064-P1-K1-H8 

BLASTX 

g4587527 

167 

3.0e-12 

66 

56 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238 

163574 

LIB3177-064-P1-K1-H9 

BLASTX 

g4204285 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBJ: GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



357 

6.0e-34 

133 

52 

(AC003027.) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

163575 

LIB3177-065-P1-K1-A1 

BLASTX 

g544134 

140 

7.0e-50 

119 

88 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRTIOO PRECURSOR 
>gi_99720_pir_S22863 hypothetical protein - Arabidopsis 

thaliana >gi_42184 4_pir ^A4 6260 RecA functional analog 

DRTIOO - Arabidopsis thaliana (fragment) 

163576 

LIB3177-065-P1-K1-A10 

BLASTN 

g26186Q2 

108 

7.0e-54 

108 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

163577 

LIB3177-065-P1-K1-A11 

BLASTX 

g4557229 

174 

l.Oe-12 

69 

43 

angio-associated, migratory cell protein 

>gi_3121739_sp_Q13685_AAMP_HUMAN ANGIO-ASSOCIATED MIGRATORY 
CELL PROTEIN >gi_2 134 759_pir_I39383 angio-associated 
migratory cell protein - human >gi_870803 (M95627) 
angio-associated migratory cell protein [Homo sapiens] 

163578 

LIB3177-065-P1-K1-A12 

BLASTX 

gll45697 

631 

4 .Oe-66 

129 

71 

{U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 



163579 



21835 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3177-065-P1-K1-A2 

BLASTX 

g3395441 

219 

9.0e-18 

62 

58 

{AC004683) 



unknown protein [Arabidopsis thaliana] 



163580 

LIB3177-065-P1-K1-A4 

BLASTX 

gl363489 

751 

4.0e-80 

143 

95 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

163581 

LIB3177-065-P1-K1-A6 
BLASTX 

g2894596 . : 
468 

6.0e-47 

107 

85 

(AL021889) putative protein [Arabidopsis thaliana] 
163582 

LIB3177-065-P1-K1-A7 

BLASTX 

g2342684 

497 

2.0e-50 

123 

84 

(AC000106) F7G19.14 [Arabidopsis thaliana] 
163583 

LIB3177-065-P1-K1-A8 

BLASTX 

gl35467 

296 

6.0e-27 

69 

100 

TUBULIN BETA-4 CHAIN >gi_212954 6_pir_S68122 beta-tubulin 
- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

163584 

LIB3177-065-P1-K1-A9 

BLASTX 

gl703446 



21836 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



194 

2.0e-15 

54 

76 

L-ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84367_ (234884) asparaginase [Arabidopsis 
thaliana] 



163585 

LIB3177-065-P1-K1-B1 

BLASTX 

gll5783 

557 

2.0e-57 

107 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi__16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

163586 

LIB3177-065-P1-K1-B1G 

BLASTN 

g2737904 

67 

l.Oe-29 

79 

96 

Arabidopsis thaliana retrotransposon TSCL mRNA sequence 
163587 

LIB3177-065-P1-K1-B12 

BLASTN 

g2245031 

298 

l.Oe-167 

318 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

163588 

LIB3177-065-P1-K1-B2 

BLASTN 

g2191126 

318 

l.Oe-179 

334 

99 

Arabidopsis thaliana BAC IG002N01 
163589 

LIB3177-065-P1-K1-B3 

BLASTX 

g2119848 



21837 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



500 

9.0e-51 

95 

97 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 ■(AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



163590 

LIB3177-065-P1-K1-B4 

BLASTX 

gl708313 

390 

5.0e-38 

79 

100 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396 bbs 163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis~ 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 

163591 

LIB3177-065-P1-K1-B5 

BLASTX 

gll5767 

488 

2.0e-49 

101 

93 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-bindmg protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b bindinq 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b bindinq 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163592 

LIB3177-065-P1-K1-B6 

BLASTX 

gl363489 

137 

9.0e-09 

35 

77 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

163593 

LIB3177-065-P1-K1-B7 
BLASTX 



21838 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220457 
493 

5.0e-50 
112 
38 

{AC006216) Similar to gi_3413714 T19L18.21 putative 
myrosmase-binding protein from Arabidopsis thaliana BAC 
gb_AC004747. EST gb_N96478 comes from this gene. 
[Arabidopsis thaliana] 

163594 

LIB3177-065-P1-K1-C1 

BLASTX 

gl40508 

308 

8.0e-29 

65 

88 

PROBABLE INTRON MATURASE >gi_99852_pir S07168 probable 
maturase, 63K - white mustard chloroplast 

>gi 12220_emb_CAA28509_ {X04826) ycfl4 (AAl-324) [Sinapis 
a j-Oa J 

163595 

LIB3177-065-P1-K1-C10 

BLASTN 

g4741961 

216 

l.Oe-118 

238 

98 

Arabidopsis thaliana PsbS protein (PsbS) mRNA, complete cds 
163596 

LIB3177-065-P1-K1-C11 

BLASTX 

gl488255 

34 6 

l.Oe-32 

90 

69 

(U38416) ferulate-5-hydroxylase [Arabidopsis thaliana] 

/?nu?f rf ^u^?"-^^^^^^^- {^022141) ferulate-5-hydroxylase 
(FAHl) [Arabidopsis thaliana] >gi_3925365 {AF068574) 
ferulate-5-hydroxylase [Arabidopsis thaliana] 

163597 

LIB3177-065-P1-K1-C12 

BLASTN 

g4662609 

76 

5.0e-35 

159 

91 

Genomic sequence for. Arabidopsis thaliana BAC F10A5, 
complete sequence 



21839 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST , score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



163598 

LIB3177-065-P1-K1-C2 

BLASTX 

g3286693 

573 

2.0e-59 

118 

99 

{Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

163599 

LIB3177-065-P1-K1-C3 

BLASTX 

gll5767 

589 

3.0e-61 

116 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372^emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163600 

LIB3177-065-P1-K1-C7 

BLASTN 

g2760165 

209 

l.Oe-114 

275 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

163601 

LIB3177-065-P1-K1-C8 

BLASTX 

gl31211 

176 

4.0e-13 

36 

94 

PHOTOSYSTEM I REACTION CENTRE SUBUNITrlX (PSI-J) 

>gi_1363533_pir S58571 photosystem I protein psaJ - maize 

chloroplast >gi_552734 (J04502) ORF42 [Zea mays] 
>gi_902241_emb_CAA60305_ (X86563) psaJ [Zea mays] 

163602 

LIB3177-065-P1-K1-C9 

BLASTX 

gl514639 

86 

3.0e-17 



21840 



Match length 62 
% identity 77 

NCBI Description {X85181) alpha-glucan phosphorylase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163603 

LIB3177-065-P1-K1-D1 

BLASTX 

g3355472 

152 

2.0e-10 

41 

66 

{AC004218) disease resistance response protein (206-d) like 
[Arabidopsis thaliana] 

163604 

LIB3177-065-P1-K1-D10 

BLASTX 

g4220514 

83 

4 .Oe-09 

54 

61 

(AL035356) putative protein [Arabidopsis thaliana] 
163605 

LIB3177-065-P1-K1-D11 

BLASTX 

g3236248 

304 

6.0e-28 

88 

70 

{AC004 684) unknown protein [Arabidopsis thaliana] 
163606 

LIB3177-065-P1-K1-D2 

BLASTX 

gl703220 

441 

l.Oe-43 

141 

57 

AIG2 PROTEIN >gi_1127806 (U40857) AIG2 [Arabidopsis 
thaliana] 



Seq. No. . 163607 

Seq. ID L1B3177-065-P1-K1-D4 

Method BLASTX 

NCBI GI g227070 

BLAST score 165 

E value 1 . Oe-11 

Match length 42 

% identity 71 

NCBI Description ribosomal protein CS-S5 [Spinacia oleracea] 

Seq. No. 163608 



21841 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-065-P1-K1-D5 

BLASTN 

g2264317 

212 

l.Oe-116 

399 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana) 

163609 

LIB'3177-065-P1-K1-D6 

BLASTN 

g3282170 

59 

8.0e-25 

71 

96 

Arabidopsis thaliana chromosome 1 BAG F8K4 sequence, 
complete sequence [Arabidopsis thaliana] 

163610 

LIB3177-065-P1-K1-D7 

BLASTX 

gl055161 

159 

l.Oe-10 

151 

32 

(U40029) similar to human 100 kDa coactivator {U22055) 
[Caenorhabditis elegans] 

163611 

LIB3177-065-P1-K1-D8 

BLASTX 

gll5783 

42 

3.0e-58 

123 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163612 

LIB3177-065-P1-K1-D9 

BLASTN 

g2760165 

89 

2.0e-42 

293 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MACS, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 



163613 



21842 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-065-P1-K1-E1 

BLASTX 

gll69235 

139 

l.Oe-08 
74 

46 ... 
DIAMINOPIMELATE DECARBOXYLASE (DAP DECARBOXYLASE) 

>gi_1073995_pir B64089 diaminopimelate decarboxylase (dap 

decarboxylase) (lysA) homolog - Haemophilus influenzae 
(strain Rd KW20) >gi_1573731 (U32756) diaminopimelate 
decarboxylase (lysA) [Haemophilus influenzae Rd] 

163614 

LIB3177-065-P1-K1-E10 

BLASTX 

g2129630 

436 

3.0e-43 

86 

94 

lamin - Arabidopsis thaliana >gi_12 62754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 

163615 

LIB3177-065-P1-K1-E11 

BLASTN 

g3212102 

122 

2.0e-62 

170 

95 

Arabidopsis Thaliana BAC F6A4 , Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

163616 

LIB3177-065-P1-K1-E12 

BLASTX 

g2062167 

543 

9.0e-56 

105 

97 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

163617 

LIB3177-065-P1-K1-E2 

BLASTX 

g2924772 

153 

2.0e-10 

37 

81 

(AC002334) unknown protein [Arabidopsis thaliana] 



21843 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163618 

LIB3177-065-P1-K1-E3 

BEASTX 

g2650351 

154 

2.0e-10 

78 

40 

(AE001085) 3-hydroxyacyl-CoA dehydrogenase {hbd-2) 
[Archaeoglobus fulgidus] 

163619 

LIB3177-065-P1-K1-E4 

BLASTX 

g3334123 

395 

l.Oe-38 

99 

85 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 

TA^nnS^^^f^^K^^:"^^!^^^ [Arabidopsis thaliana] >gi 2924787 
AC002334) mitochondrial Fl-ATPase, gamma subunit ~ 
[Arabidopsis thaliana] 

163620 

LIB3177-065-P1-K1-E7 

BLASTN 

gl6206 

75 

8.0e-35 

75 

100 

A.thaliana Cab mRNA for photossystem I chlorophyll 
A/B-binding protein 



163621 

LIB3177-065-P1-K1-E8 

BLASTX 

g4567303 

604 

6.0e-63 

114 

100 

(AC005956) unknown protein [Arabidopsis thaliana] 
163622 

LIB3177-065-P1-K1-E9 

BLASTN 

g2244788 

104 

l.Oe-51 

204 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contia 
fragment No ^ 



21844 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score * 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score* 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163623 

LIB3177-065-P1-K1-F1 
BLASTN 
g3687221 
58 

2.0e-24 
86 
92 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163624 

LIB3177-065-P1-K1-F10 
BLASTN 
g4589444 
58 

3.0e-24 
140 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWF20, complete sequence 

163625 

LIB3177-065-P1-K1-F4 

BLASTX 

g4006879 

581 

2.0e-60 

113 

100 

(Z99707) hypothetical protein [Arabidopsis thaliana] 
163626 

LIB3177-065-P1-K1-F5 

BLASTX 

g3953473 

452 

4.0e-45 

117 

80 

(AC002328) F2202.18 [Arabidopsis thaliana] 
163627 

LIB3177-065-P1-K1-F7 

BLASTN 

g4589428 

265 

l.Oe-147 

289 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MtHb, complete sequence 

163628 

LIB3177-065-P1-K1-F8 

BLASTX 

g4567235 



21845 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231 

2.0e-19 
59 
80 

(AC007119) putative phosphatidylinositol/phophatidylchol 
transfer protein [Arabidopsis thaliana] 

163629 

LIB3177-065-P1-K1-F9 

BLASTN 

g3869074 

46 

5.0e-17 

79 

93 

i^.^^^'^^^^'"^ thaliana genomic DNA, chromosome 5, PI clone- 
MMI9, complete sequence [Arabidopsis thaliana] 

163630 

LIB3177-065-P1-K1-G1 

BLASTX 

g231564 

390 

4.0e-38 

81 

94 

PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE 2 PRECURSOR 
(PHOSPHO-2-KETO-3-DEOXYHEPTONATE ALDOLASE 2) (DAHP 
SYNTHETASE 2) ( 3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATE 
SYNTHASE 2) >gi_166690 (M74820) ^HUbPHATE 

3-deoxy-D-arabino-heptulosonate 7-phosphate synthase 
[Arabidopsis thaliana] 



me 



065-Pl-Kl-GlO 



Seq. No. 
Seq. ID 



163631 
LIB3177- 
BLASTN 
g786465 
90 

2.0e-43 

133 

93 

sedoheptulose-l,7-bisphosphatase [Arabidopsis thaliana, 
C24, Genomic, 2747 nt] 

163632 

LIB3177-065-P1-K1-G11 

BLASTN 

g4454022 

32 

3.0e-09 

36 

52 

Arabidopsis thaliana DNA chromosome 4, BAG clone F9D16 
(ESSAII project) 

163633 

LIB3177-065-P1-K1-G12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll9975 

474 

7.0e-48 

98 

98 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 



O c q • LN O . 


1 DO D04i 


Seq. ID 


LIB3177-065-P1-K1-G2 


Method 


BLASTN 




g^oy4oyi 


DhHoi score 


lo / 


E value 


3 . Oe-71 


Match length 


O 1 "3 
Z ±3 


% laentiry 


y y 


NCBI Description 


Arabidopsis thaliana DNA chromosome 




(tiooAii project) 


O 6 q . LN O . 


1 D J D JD 


Seq. ID 


LIB3177-065-P1-K1-G3 


Method 


BLASTX 




glD^lZDO 


DUi\oi score 




E value 


Z . Ue-DJ 


Match length 


io / 


% identity 


by 


wctii Description 


(Z81012) unknown [Ricmus communis] 


Seq. No. 


i VJ J OO D 


Seq. ID 


LIB3177-065-P1-K1-G4 


Method 


BLASTN 


NCBI Ql 


g4063735 


BLAST score 


107 


E value 


3.0e-53 


Match length 


171 


% identity 


92 


NCBI Description 


Arabidopsis thaliana BAC F18G18 from 




cM, complete sequence [Arabidopsis tl 


Seq. No. 


163637 


Seq. ID 


LIB3177-065-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3785997 


BLAST score 


225 


E value 


4.0e-19 


Match length 


66 


% identity 


74 



60.5 



NCBI Description (AC0054 99) putative annexin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



163638 

LIB3177-065-P1-K1-G6 
BLASTX 



21847 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E val.ue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244969 
182 

5.0e-14 

47 

77 

(Z97340) hypothetical gene [Arabidopsis thaliana] 
>gi_3549643_einb_CAA06433_ (AJ005196) receiver-like protein 
5 [Arabidopsis thaliana] 

163639 

LIB3177-065-P1-K1-G8 

BLASTX 

g3869253 

749 

7.0e-80 

147 

100 

{U39288) ferredoxin-dependent glutamate synthase precursor 
[Arabidopsis thaliana] 

163640 

LIB3177-065-P1-K1-G9 

BLASTX 

g3157937 

327 

7.0e-31 

69 

99 

(AC002131) • Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb T88269, 
gb_T44552, gb__T22542, gb_T76533, gb T44350, gb Z34591, 
gb_AA728734, gb ~ 

163641 

LIB3177-065-P1-K1-H1 

BLASTX 

g4454036 

165 

7.0e-12 

71 

48 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

163642 

LIB3177-065-P1-K1-H10 

BLASTN 

g4159704 

314 

l.Oe-176 

322 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 



Seq, No. 



163643 



21848 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-065-P1-K1-H12 

BLASTX 

g2244881 

512 

4.0e-52 : 

103 

61 

(Z97338) PDR5-like ABC transporter [Arabidopsis thaliana] 
163644 

LIB3177-065-P1-K1-H3 

BLASTX 

g2559012 

361 

l.Oe-34 

92 

76 

(AF026293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 

163645 

LIB3177-065-P1-K1-H4 

BLASTX 

gll5783 

618 

-2.0e-64 

116 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



163646 

LIB3177-065-P1-K1-H6 

BLASTX 

g3892714 

611 

l.Oe-63 

130 

94 

(AL033545) trehalose-6-phosphate phosphatase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163647 

LIB3177-065-P1-K1-H7 

BLASTN 

gl769904 

120 

3.0e-61 

144 

97 

A. thaliana psbP gene 



Seq. No. 163648 



21849 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-065-P1-K1-H9 

BLASTX 

gl854386 

362 

7.0e-35 
88 
77 

(AB001375) 
vinifera] 



similar to soluble NSF attachment protein [Vitis 



163649 

LIB3177-066-P1-K1-A10 

BLASTX 

g2851508 

162 

l.Oe-11 

32 

97 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

-163650 

LIB3177-066-P1-K1-A11 

BLASTX 

g4454037 

387 

4.0e-38 

69 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

163651 

LIB3177-066-P1-K1-A2 

BLASTX 

g2864617 

428 

2.0e-42 

124 

73 

(AL021811) H+-transporting ATP synthase chain9 - lilce 
protein [Arabidopsis thaliana] 

163652 

LIB3177-066-P1-K1-A3 

BLASTX 

g3763921 

200 

l.Oe-15 

58 

69 

(AC004450) putative pirin protein [Arabidopsis thaliana] 



Seq. No. 



163653 



21850 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3177-066-P1-K1-A5 

BLASTX 

g2398527 

177 

2.0e-13 

36 

97 

(Y13723) 



Transcription factor [Arabidopsis thaliana] 



163654 

LIB3177-066-P1-K1-A6 

BLASTX 

g2072393 

215 

7.0e-18 

51 

86 

(U29168) similar to human Xeroderma pigmentosum group B DNA 
repair protein, Swiss-Prot Accession Number P19447 
[Arabidopsis thaliana] 

163655 

LIB3177-066-P1-K1-A8 

BLASTX 

g4263712 

335 

2.0e-31 

96 

73 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 

163656 

LIB3177-066-P1-K1-B10 

BLASTX 

gl36636 

366 

5.0e-35 

70 

100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN- PROTEIN 
LIGASE 1). (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir_S43781 ubiquitin-conjugating enzyme UBCl - 
Arabidopsis thaliana >gi_4 42594_pdb_lAAK__ Ubiquitin 
Conjugating Enzyme (E. C . 6 . 3 . 2 . 19) >gi_2981894_pdb_2AAK 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana" 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

163657 

LIB3177-066-P1-K1-B11 

BLASTN 

g4512690 

239 

l.Oe-132 
433 



21851 



% identity lOO 

NCBI Description Arabidopsis thaliana chromosome II BAG F11A3 genomic 
sequence, complete sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method • . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163658 

LIB3177-066-P1-K1-B12 

BLASTX 

g2062161 

463 

3.0e-47 

102 

52 

{AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidops 



163659 

LIB3177-066-P1-K1-B2 

BLASTN 

g2182287 

73 

4.0e-33 

129 

89 

Genomic sequence for Arabidopsis thaliana BAG T7N9, 
complete sequence [Arabidopsis thaliana] 

163660 

LIB3177-066-P1-K1-B3 

BLASTN 

g2980757 

140 

3.0e-73 

152 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

163661 

LIB3177-066-P1-K1-B6 

BLASTX 

gl402878 

263 

3.0e-23 

93 

58 

(X98130) unknown [Arabidopsis thaliana] 
163662 

LIB3177-066-P1-K1-B8 

BLASTX 

gl619300 

182 

8.0e-14 

51 

71 

(X95269) LEIR protein [Lycopersicon esculentum] 



21852 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



163663 

LIB3177-066-P1-K1-C12 

BLASTN 

g2335089 

102 

3.0e-50 

126 

95 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163664 

LIB3177-066-P1-K1-C2 

BLASTN 

gl6473 

375 

O.Oe+00 

403 

98 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 
163665 

LIB3177-066-P1-K1-C4 

BLASTX 

g24 99535 

352 

9.0e-34 

82 

80 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 

163666 

LIB3177-066-P1-K1-C5 

BLASTN 

g2264316 

86 

2.0e-40 

427 

39 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MROll, complete sequence [Arabidopsis thaliana] 

163667 

LIB3177-066-P1-K1-C7 

BLASTN 

g3540210 

41 

2.0e-14 

77 

90 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163668 

LIB3177-066-P1-K1-C8 



21853 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
, Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g4741940 

260 

3.0e-23 

73 

67 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
163669 

LIB3177-066-P1-K1-C9 

BLASTX 

gl346520 

413 

2.0e-40 

102 

79 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) 

>gi_790978_emb_CAA56590_ (X80362) S-adenosyl-L-methionine 
synthetase [Brassica juncea] 

163670 

LIB3177-066-P1-K1-D1 

BLASTN 

gll67960 

37 

3.0e-ll 

343 

36 

Arabidopsis thaliana extensin (atExtl) gene, complete cds 
163671 

LIB3177-066-P1-K1-D12 

BLASTX 

g945039 

138 

7.0e-09 

36 

72 

(U25027) phosphatidylinositol-specific phospholipase C 
[Glycine max] 



163672 

LIB3177-066-P1-K1-D2 

BLASTX 

g2062161 

319 

2.0e-29 

61 

51 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] ^ 

163673 

LIB3177-066-P1-K1-D3 

BLASTX 

g2062161 



21854 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



348 

8.0e-33 

71 

48 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] ; 



WO. 


ID JO / *l 


Qorr Tn 
o6CJ • ±U 


liloJl / /— UoO rx i\l 


ixie cnoa 


oliAb 1 A 




rtO A Qll 


i3i_irt.o i score 




E value 


z . ue~ 1 D 


^ ^ ^ r> 1 ^ r\ 

lYiaLcn xengun 








NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 




>gi_1177796 (M80567) non-specific lipid transfer protein 




[AraDiaopsis tnaiianaj >gi o/obUio (ACUUo4yy) unknown 




protein [Arabidopsis thaliana] 


beg. wo. 


Id Jo / D 


beg. ±u 


LlBJi / /-Udd-P1-K1-Do 


Method 


BLASTX 




go 4 ±z Uo 


oLi/ib i score 




l-j V d X Lie 


nfa-9ft - 


Match length 


128 


% identity 


55 


iN^D± uescnpLion 


(U18995) trypsin inhibitor propeptide [Brassica oleracea] 


beg. wo. 


IboD / D 


beg . 1 u 


Xiloji / / U DD irl — rxX — U / 


Method 


nli/ib 1 M 




gzb4z4Z / 


njji-ib i score 


o o 


Ht V CL X Lie 


ft 0(^-94 
o . u cr z *i 


Match length 


94 


% identity 


90 


viK^DX uescxiptxon 


Arabidopsis thaliana chroiuosome II BAC T20D16 genoinic 




seguence, complete seguence [Arabidopsis thaliana] 


beg . iNo . 


X Do D / / 


beg. lu 




Method 




NCBI GI 


gl7681 


BLAST score 


52 


E value 


3.0e-20 


Match length 


208 


% identity 


88 


NCBI Description 


A. thaliana mRNA for Wilm's tumor suppressor homologue 


Seg. No. 


163678 


Seg. ID 


LIB3177-066-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4510373 


BLAST score 


323 


E value 


7.0e-30 



21855 



Match length 126 
% identity 56 

NCBI Description {AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.^- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163679 

LIB3177-066-P1-K1-E1 

BLASTX 

g2369714 

237 

2.0e-20 

51 

96 

(Z97178) elongation factor 2 [Beta vulgaris] 
163680 

LIB3177-066-P1-K1-E10 

BLASTX 

gll69278 

178 

2.0e-13 

44 

86 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04569 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



163681 

LIB3177-066-P1-K1-E11 

BLASTX 

gl31398 

337 

7.0e-32 

70 

99 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 4 7_einb_CAA394 41 (X5.5970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb__Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

163682 

LIB3177-066-P1-K1-E2 

BLASTX 

g2924779 

626 

2.0e-65 

149 

86 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA2524 9_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



21856 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



163683 

LIB3177-066-P1-K1-E3 

BLASTX 

g2791423 

192 

l.Oe-14 

69 

54 

(AL021185) bcp [Mycobacterium tuberculosis] 
163684 

LIB3177-066-P1-K1-E4 

BLASTX 

g2129636 

724 

6.0e-77 

153 

91 

lipase - Arabidopsis thaliana >gi_1145627 (U38916) lipase 
[Arabidopsis thaliana] 



163685 

LIB3177-066-P1-K1-E5 

BLASTX 

g2129636 

278 

l.Oe-24 

86 

65 

lipase - Arabidopsis thaliana 
[Arabidopsis thaliana] 



>gi_1145627 (U38916) lipase 



163686 

LIB3177-066-P1-K1-E6 

BLASTX 

g2462077 

397 

7.0e-39 

82 

95 

(Y11871) Oxal protein [Arabidopsis thaliana] 
163687 

LIB3177-066-P1-K1-E8 

BLASTX 

g2791423 

207 

3.0e-16 

71 

55 

{AL021185) bcp [Mycobacterium tuberculosis] 
163688 

LIB3177-066-P1-K1-E9 

BLASTX 

g2462825 



21857 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



609 

2.0e-63 

131 

92 

(AF000657) contains Procite 'RNPl" 
region [Arabidopsis thaliana] 



putative RNA-binding 



163689 

LIB3177-066-P1-K1-F1 
BLASTX 

g4469408 . ^ 

260 

l.Oe-22 

63 

81 

(AF116527) MADS box protein FLOWERING LOCUS F [Arabidopsis 
thaliana] >gi_4 4 69410_gb_AAD2124 9_ (AF116528) MADS box 
protein FLOWERING LOCUS F [Arabidopsis thaliana] 

163690 

LIB3177-066-P1-K1-F10 

BLASTX 

gl066163 

244 

l.Oe-20 

48 

98 

(X93015) glyoxysomal beta-ketoacyl-thiolase [Brassica 
napus] 

163691 

LIB3177-066-P1-K1-F12 

BLASTX 

g731284 

198 

3.0e-15 

126 

37 

HYPOTHETICAL 75.2 KD PROTEIN IN ACS1-GCV3 INTERGENIC REGION 

>gi_1077482_pir S51971 probable membrane protein YAL048c - 

yeast (Saccharomyces cerevisiae) >gi_595536 (U12980) 
Yal048cp [Saccharomyces cerevisiae] 

163692 

LIB3177-066-P1-K1-F2 

BLASTN 

gl6470 

171 

2.0e-91 

187 

98 

Arabidopsis thaliana mRNA for rubisco activase 
163693 

LIB3177-066-P1-K1-F3 

BLASTX 

gl35391 



21858 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



447 

l.Oe-44 

83 

100 

TUBULIN ALPHA-1 CHAIN >gi_71583_pir UBMUAM tubulin alpha-1 

chain - Arabidopsis thaliaha >gi_166896 {M21414) 
alpha-l-tubulin [Arabidopsis thaliana] 



Con Mo 




Can TVi 


JjXdOJ./ / UDD £rX IM Cfi 






IN \^ O J. O J- 




BLAST score 


372 


E value 


6.0e-36 


Match length 


101 


% identity 


70 


NCBI Description 


{AC000132) No definition 


Seq. No. 


163695 


Seq. ID 


LIB3177-066-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g399013 


BLAST score 


593 


E value 


l.Oe-61 


Match length 


120 


% identity 


98 


NCBI Description 


ADP,ATP CARRIER PROTEIN : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir 321313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175jeinb_CAA4 6518_ {X6554 9) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

163696 

LIB3177-066-P1-K1-F7 

BLASTX 

g2764941 

600 

2.0e-62 

105 

100 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163697 

LIB3177-066-P1-K1-F8 

BLASTX 

g2088654 

484 

6.0e-49 

114 

86 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163698 

LIB3177-066-P1-K1-F9 

BLASTN 

gl946354 

163 

8.0e-87 

221 

98 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

163699 

LIB3177-066-P1-K1-G11 

BLASTX 

g3193292 

355 

6.0e-34 

80 

88 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

163700 

LIB3177-066-P1-K1-G2 

BLASTX 

g3335371 

449 

5.0e-45 

96 

91 

(AC003028) putative ethylene-inducible protein [Arabidopsi 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163701 

LIB3177-066 

BLASTX 

g4586249 

328 

2.0e-30 

140 

44 

(AL049640) 
thaliana] 



•P1-K1-G4 



putative pollen surface protein [Arabidopsis 



163702 

LIB3177-066-P1-K1-G5 

BLASTX 

gl31398 

311 

2.0e-28 . 

89 

71 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 41_ {X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb__T45400 
come from this, gene. [Arabidopsis 

163703 

LIB3177-066-P1-K1-G6 

BLASTN 

gll67960 

42 

3.0e-14 

244 

30 

Arabidopsis thaliana extensin (atExtl) gene, complete cds 
163704 

LIB3177-066-P1-K1-G7 

BLASTX 

g2244798 

324 

4.0e-30 
62 
.100 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
163705 

LIB3177-066-P1-K1-G8 

BLASTX 

gl769905 

455 

2.0e-45 

129 

69 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

163706 

LIB3177-066-P1-K1-G9 

BLASTX 

g4741960 

155 

l.Oe-46 

139 

74 

{AF134130) Lhcb6 protein [Arabidopsis thaliana] 
163707 

LIB3177-066-P1-K1-H10 

BLASTN 

g3413696 

297 

l.Oe-166 

305 

99 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163708 

LIB3177-066-P1-K1-H2 

BLASTX 

g282865 

323 

-3.0e-30 
71 
85 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 {M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_einb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

163709 

LIB3177-066-P1-K1-H3 

BLASTX 

gll70373 

668 

3.0e-70 

130 

98 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_l0724 73_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

163710 

LIB3177-066-P1-K1-H4 

BLASTN 

g2062153 

102 

3.0e-50 

110 

98 

Arabidopsis thaliana chromosome III BAG T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163711 

LIB3177-066-P1-K1-H5 

BLASTN 

g4006885 

58 

3.0e-24 

58 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



163712 

LIB3177-066-P1-K1-H6 

BLASTN 

g469113 

345 

O.Oe+00 
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Match length 


T C "7 


» ^ ^\ n 4" I r 

^ iaenL.iL.y 


Q Q 


XT D T r\ /-k A 4- •! An 

NL-bx uescnption 


A. tnaliana 


Q Q rr M/^ 
Oeq. INO , 


1 D J / i J 


oeq. lU 




Method 


BLASTX 


NCBI GI 


g4510402 


oLiAo 1 score 


oU 


E value 


i . ze— u i 


Match length 


luy 






ncdI uescripuion 
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oLtAo i score 


e; o Q 


E value 


4 .Oe-54 


Match length 


107 


% identity 


inn 
lUU 


nldI uescription 


14- J- J-LIKE 




protein phi 




(AFUU14i4) 




thaliana] 


O A *^ XT n. 

beg. NO. 


X b J / Id 




T 11 — CiC^f^. 
J-iXoJX / / UDD 


Method 


BLASTN 


NCBI GI 


g4559375 


BLAST score 


151 


E value 


2.0e-79 


Match length 


245 


% identity 


99 



NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAG FllClO genomic 
sequence, complete sequence 

163716 

LIB3177-067-P1-K1-A10' 

BLASTN 

g469113 

393 

O.Oe+00 

424 

99 

A. thaliana (Columbia) Dr4 mRNA 
163717 

LIB3177-067-P1-K1-A12 

BLASTX 

g2832683 

332 

6.0e-31 

65 

100 

(AL021712) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163718 

LIB3177-067-P1-K1-A2 

BLASTN 

g4589950 

210 

l.Oe-114 

393 

100 

Arabidopsis thaliana chromosome II BAG T28P16 genomic 
sequence, complete sequence 

163719 

LIB3177-067-P1-K1-A3 

BLASTN 

g4199934 

196 

l.Oe-106 

216 

35 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

163720 

LIB3177-067-P1-K1-A4 

BLASTX 

g4522012 

302 

2.0e-27 

90 

61 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
163721 

LIB3177-067-P1-K1-A5 

BLASTX 

g886116 

651 

2.0e-68 

125 

98 

(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 

163722 

LIB3177-067-P1-K1-A7 

BLASTN 

gl6363 

40 

3.0e-13 

103 

87 

A. thaliana LhblB2 gene for photosystem II chlorophyll a/b 
binding protein 



Seq. No. 



163723 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3177-067-P1-K1-A8 

BLASTX 

g2493810 

237 

4 .Oe-20 

43 

98 

COPROPORPHYRINOGEN III OXIDASE PRECURSOR • - 
(COPROPORPHYRINOGENASE) (COPROGEN OXIDASE) 
>gi_1213067_emb_CAA58038_ (X82831) coproporphyrinogen 
oxidase [Nicotiana tabacum] 

163724 

LIB3177-067-P1-K1-B1 

BLASTX 

g3287862 

339 

5.0e-32 

63 

95 

PUTATIVE TRYPSIN INHIBITOR T01O24.27 PRECURSOR >gi_2289007 
{AC002335) trypsin inhibitor 2 precursor isolog 
[Arabidopsis thaliana] 

163725 

LIB3177-067-P1-K1-B10 

BLASTN 

g4580744 

133 

4 .Oe-69 

137 
56 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 

163726 

LIB3177-067-P1-K1-B11 

BLASTX 

g549010 

701 

3.0e-74 

137 

100 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERFl) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUPl HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUPl 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA49172_ {X69375) similar to yeast 
omnipotent suppressor protein SUPl (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 9524 9_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 

163727 

LIB3177-067-P1-K1-B12 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406805 
281 

l.Oe-157 

429 

99 

Arabidopsis' thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163728 

LIB3177-067-P1-K1-B2 

BLASTN 

g4199934 

91 

4.0e-44 

103 

74 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

163729 

LIB3177-067-P1-K1-B4 

BLASTX 

gl32110 

356 

4.0e-34 

76 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

163730 

LIB3177-067-P1-K1-B5 

BLASTN 

g4544381 

75 

5.0e-34 

79 

99 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 

163731 

LIB3177-067-P1-K1-B6 

BLASTX 

g4337175 

520 

5.0e-53 

131 

79 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 
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I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163732 

LIB3177-067-P1-K1-B8 

BLASTX 

gl778141 

528 

5.0e-54 

138 

78 

(U66321) phosphate/phosphoenolpyruvate translocator 
precursor; PPT [Arabidopsis thaliana] 

163733 

LIB3177-067-P1-K1-B9 

BLASTX 

gll70089 

307 

l.Oe-28 

63 

98 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 

163734 

LIB3177-067-P1-K1-C1 

BLASTX 

g4741960 

620 

l.Oe-64 

140 

85 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
163735 

LIB3177-067-P1-K1-C11 

BLASTX 

g2435406 

183 

7.0e-14 

49 

65 

(U83490) thaumatin-like protein [Arabidopsis thaliana] 
163736 

LIB3177-067-P1-K1-C12 

BLASTN 

g4455348 

140 

5.0e-73 

263 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T13J8 
(ESSAII project) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163737 

LIB3177-067-P1-K1-C2 

BLASTX 

g3355480 

242 

2.0e-20 

79 

56 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

163738 

LIB3177-067-P1-K1-C3 

BLASTN 

g2618720 

132 

3.0e-68 

172 

95 

Arabidopsis thaliana early auxin-induced (IAA16) mRNA, 
complete cds 

163739 

LrB3177-067-Pl-Kl-C5 

BLASTX 

g4056503 

169 

3.0e-12 

36 

92 

(AC005896) unknown protein [Arabidopsis thaliana] 
163740 

LIB3177-067-P1-K1-C7 

BLASTX 

gl621268 

373 

5.0e-36 

107 

68 

(Z81012) unknown [Ricinus communis] 
163741 

LIB3177-067-P1-K1-C8 

BLASTX 

gll3026 

614 

5.0e-64 

132 

89 

ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 
isocitrate lyase [Brassica napus] >gi_44 7142_prf 1913424A 
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isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163742 

LIB3177-067-P1-K1-C9 

BLASTN 

g2264318 

138 

8.0e-72 

226 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUP24/ complete sequence [Arabidopsis thaliana] 

163743 

LIB3177-067-P1-K1-D1 

BLASTN 

g3201608 

130 

4.0e-67 

157 

96 

Arabidopsis thaliana chromosome II BAG F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163744 

LIB3177-067-P1-K1-D11 

BLASTX 

g4567268 

261 

4.0e-23 

60 

93 

(AC006841) putative fructose biphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163745 

LIB3177-067-P1-K1-D3 

BLASTN 

g3522932 

165 

8.0e-88 

277 

97 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163746 

LIB3177-067-P1-K1-D4 

BLASTX 

gl732570 

137 

5.0e-09 

59 

64 

(U72153) beta-glucosidase [Arabidopsis thaliana] 



Seq, No. 



163747 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-067-P1-K1-D5 

BLASTN 

g4309683 

98 

4 .Oe-48 

154 

92 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

163748 

LIB3177-067-P1-K1-D6 

BLASTN 

g3883125 

297 

l.Oe-166 

388 

95 

Arabidopsis thaliana arabinogalactan-protein (AGP4) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



163749 

LIB3177-067-P1-K1-D8 

BLASTN 

g3929648 

177 

4.0e-95 

205 

97 

Arabidopsis thaliana 
malate dehydrogenase 



mRNA for mitochondrial NAD-dependent 



163750 

LIB3177-067-P1-K1-E1 

BLASTN 

g3299824 

43 

7.0e-16 

61 

92 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 

163751 

LIB3177-067-P1-K1-E10 

BLASTN 

gl6470 

98 

3. Oe-48 

118 

96 

Arabidopsis thaliana mRNA for rubisco activase 
163752 

LIB3177-067-P1-K1-E12 

BLASTN 

g950098 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163 

8.0e-87 

187 - ■ 

97 

Arabidopsis thaliana gibberellin-regulated (GASA4) rtiRNA, 
complete cds 

163753 

LIB3177-067-P1-K1-E2 

BLASTX 

gll5767 

650 

3.0e-68 

127 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163754 

LIB3177-067-P1-K1-E5 

BLASTN 

g47594 

85 

4.0e-40 

161 

91 

Synechocystis sp. ndhE gene (partial), psaC gene for 
photosystem I iron-sulfur protein and ndhD-like ORF 

163755 

LIB3177-067-P1-K1-E6 

BLASTN 

g3283056 

48 

3.0e-18 

127 

84 

Arabidopsis thaliana one helix protein (OHP) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI • Description 



163756 

LIB3177-067-P1-K1-E7 

BLASTX 

gl32110 

393 

2.0e-38 

79 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 



21871 



(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] ^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163757 

LIB3177-067-P1-K1-E8 

BLASTX 

gll5783 

601 

l.Oe-62 

114 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_emb_CAA27543__ {X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

163758 

LIB3177-067-P1-K1-E9 

BLASTN 

g343376 

32 

9.0e-09 

59 

90 

Spinach rps4 gene encoding ribosomal protein S4, complete 
cds, with Thr-tRNA and Ser-tRNA genes 

163759 

LIB3177-067-P1-K1-F1 

BLASTX 

gll70089 

260 

3.0e-23 

64 

86 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 97789_dbj_BAA04 554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004 669) glutathione 
S-transferase [Arabidopsis thaliana] 

163760 

LIB3177-067-P1-K1-F11 

BLASTX 

g4454470 

344 

l.Oe-32 

109 

68 

(AC006234) putative sugar transporter [Arabidopsis 
thaliana] 

163761 

LIB3177-067-P1-K1-F12 

BLASTX 

g2499327 



21872 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



365 

6.0e-35 

118 

64 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PEIECURSOR 
(COMPLEX I-20KD) (CI-20KD) >gi_1084 345_pir_S52286 NADH 
dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_643090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

163762 

LIB3177-067-P1-K1-F3 

BLASTX 

g4454479 

356 

7.0e-34 

74 

97 

(AC006234) putative riboflavin synthase alpha chain 
[Arabidopsis thaliana] 

163763 

LIB3177-067-P1-K1-F4 

BLASTX 

gll75013 

221 

l.Oe-18 

42 

98 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_62954 2_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA534 77_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

163764 

LIB3177-067-P1-K1-F9 

BLASTX 

g3157937 

259 

l,0e-22 

60 

82 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb Z34591, 
gb_AA728734, gb 

163765 

LIB3177-067-P1-K1-G1 

BLASTX 

g2493052 

373 

5.0e-36 

70 

100 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 



21873 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1655486__dbj_BAA13602_ (D88377) epsilon subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 

163766 

LIB3177-067-P1-K1-G11 

BLASTX 

g4538903 

139 

9.0e-09 

72 

43 

(AL049482) putative protein [Arabidopsis thaliana] 
163767 

LIB3177-067-P1-K1-G12 

BLASTX 

g3695383 

250 

l.Oe-21 

61 

82 

(AF096370) similar to inorganic pyrophosphatase (Pfam: 
PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163768 

LIB3177-067-P1-K1-G2 

BLASTX 

g2911042 

357 

2.0e-34 

72 

100 

(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 

163769 

LIB3177-067-P1-K1-G3 

BLASTX 

g4490732 

567 

l.Oe-58 

120 

88 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

163770 

LIB3177-067-P1-K1-G4 

BLASTX 

g2815905 

290 

4.0e-26 

98 

58 

(AF043734) Pros45 proteosome subunit homolog [Drosophila 
melanogaster] 



21874 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



Similar to 



163771 

LIB3177-067-P1-K1-G5 
BLASTX 
g2851508 
49 

2.0e-32 
70 
100 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) 
ribosomal protein L21 (gb_L38826) . ESTs 
gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

163772 

LIB3177-067-P1-K1-G6 

BLASTN 

g3063438 

82 

3.0e-38 

160 

88 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

163773 

LIB3177-067-P1-K1-G8 

BLASTX 

gl32102 

414 

7.0e-41 

88 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL' CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir_RKMUB2 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194__emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

163774 

LIB3177-067-P1-K1-H1 

BLASTX 

g2129640 

389 

4.0e-38 

84 

88 

magnesium chelatase chain - Arabidopsis thaliana 
>gi_1154 627_emb_CAA92802_ (Z68495) magnesium chelatase 
subunit [Arabidopsis thaliana] 

163775 

LIB3177-067-P1-K1-H10 

BLASTX 

gll5767 



21875 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



624 

2.0e-66 

132 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



O • IM u . 


LXjO f / D 


O C • J.LJ 




Method 


BLASTX 


NCBI GI 


gl732570 


oiiAo 1 score 


z / / 


E value 


o . ue-^D 


Match length 


/ O 


^ jLuentity 


1 1 
f 1 


NCBi Description 


(U72153) beta-glucosidase [Arabidopsis thaliana] 




± DO / / / 




T Tn"^! 77 — n^^7 — Di _ui o 
lilrSOl//— UD/ Irl— J\l-:nlZ 




DT nqfpY 
OJ.Ln.0 1 A 


NCBI GI 


all5385 


BLAST score 


687 


E value 


l.Oe-72 


Match length 


131 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 




chlorophyll a/b binding protein [Arabidopsis thaliana] 


Seq. No. 


163778 


Seq. ID 


LIB3177-067-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g3212846 


BLAST score 


200 


E value 


l.Oe-109 


Match length 


244 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F6E13 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%^ identity 

NCBI Description 



163779 

LIB3177-067-P1-K1-H3 

BLASTN 

g4056476 

113 

7.0e-57 

194 

95 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



163780 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
■Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3177-067- 
BLASTX 
g2119848 
513 

2.0e-52 

95 

100 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-H5 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ {X64459) 
II type I chlorophyll a /b binding protein 
thaliana] >gi_3128229 {AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163781 

LIB3177-067-P1-K1-H6 

BLASTX 

g421836 

142 

2.0e-09 

30 

97 

G-box-binding factor GF14 - Arabidopsis thaliana >gi 55304 0 
(M96855) GF14 [Arabidopsis thaliana] 

163782 

LIB3177-067-P1-K1-H8 

BLASTN 

g3172156 

189 

l.Oe-102 

336 

9'8 

Arabidopsis thaliana chromosome 1 BAC T22J18 sequence, 
complete sequence [Arabidopsis thaliana] 

163783 

LIB3177-067-P1-K1-H9 

BLASTX 

gl31381 

597 

3.0e-62 

117 

98 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi__99745_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_emb_CAA36675_ (X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 

163784 

LIB3177-068-P1-K1-A10 

BLASTX 

g3157944 



21877 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



561 

8.0e-58 

109 

98 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U797 69 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 

163785 

LIB3177-068-P1-K1-A11 

BLASTX 

gll8514 

179 

2.0e-25 

88 

65 

TURGOR-RESPONSIVE PROTEIN 26G >gi_100051_pir S11863 

aldehyde dehydrogenase homolog - garden pea 
>gi_20681_emb_CAA38243_ (X54359) 508 aa peptide [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163786 

LIB3177-068-P1-K1-A12 

BLASTN 

g3421079 

353 

O.Oe+00 

357 

100 

Arabidopsis thaliana 20S proteasome subunit PADl 
mRNA, complete cds 



( PADl ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163787 

LIB3177-068-P1-K1-A2 

BLASTX 

gl32110 

582 

2.0e-60 

116 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



163788 

LIB3177-068-P1-K1-A3 

BLASTN 

g2244829 

228 

l.Oe-125 

404 

98 
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NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 


163789 


Seq. ID 


LIB3177-068-P1-K1-A4 




DXtriO 1 IN 


LN V/ O X KJl. 


gfi / 0 D J 


DLtH.oi score 




E value 


u . ue+uu 


naucn xengcn 


/I Q Q 

4 J y 


xuenticy 


y o 


iNv^DX uescnpcxon 


Arabidopsis thaliana DNA chromosome 4, BAG clone F10M23 




iCjooH projecuj 


Sea No 


163790 


Seq. ID 


LIB3177-068-P1-K1-A5 


Method 


BLASTX 




gx xdo^ux 


DixHoi score 




E value 


o . ue-oX 


ruaucn xeny un 


X X b 


% xdentity 


cS y 


NCnX uescrxptxon 


14-3-3-LIKE PROTEIN RCI2 >gi_1076394 pir S47970 RCIIB 




protein - Arabidopsis thaliana >gi 53137 9 emb CAA52238 




(A/4X4X) RCIIB [Arabxdopsxs thalxana] 


Seq. No. 


163791. 


oeq. xu 


XiXriJX / / — Uoo-FX-KX-Ad 




DT A CPV 

dXiAo i A 


NCBX bX 


gl / J^570 


DXt/io 1 score 


1 

X d4 


E value 


i.ue-zo 


Maucn xengun 




^ xaenuxny 


yu 


KIPRT Hoor'V-i r^^- -i /^r^ 

Ucocxxpuxon 


lu/^xoj) oeta-glucosxaase [Arabxdopsxs thalxana] 


Seq. No. 


163792 


Seq. ID 


. LIB3177-068-P1-K1-A7 


trie LnoQ 


DT n CTV 


LNLfDX V3X 


g<^^ X D / 


DLtH.z> L score 




III vdxue 


o . ue— 4 o 


Maucn xengm 


OA 

y^ 


5 xaenuXLy 


Q Q 


iN^D± ues cr xp L xon 


(ALUUZJ^yj cytosolxc rxbosomal protexn S4 [Arabxdopsxs 






Seq. No. 


163793 


Seq. ID 


LIB3177-068-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g2244829 


BLAST score 


40 


E value 


3.0e-13 


Match length 


40 


% identity 


100 



NCBI Description 



Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



2187*9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



163794 

LIB3177-068-P1-K1-B10 

BLASTX 

gl31398 

554 

5.0e-57 

140 

81 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_einb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616/ 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

163795 

LIB3177-068-P1-K1-B11 

BLASTX 

g2062161 

588 

4.0e-61 

128 

53 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

163796 

LIB3177-068-P1-K1-B12 

BLASTN 

g438448 

34 

4.0e-10 

38 

97 

Arabidopsis thaliana carbonic anhydrase (cal80) mRNA, 
complete cds 

163797 

LIB3177-068-P1-K1-B2 

BLASTX 

g4741940 

536 

6.0e-55 

118 

60 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
163798 

LIB3177-068-P1-K1-B3 

BLASTN 

g2760169 

186 

l.Oe-100 



21880 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



350 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB13, complete sequence [Arabidopsis thaliana] 

• 163799 . 
LIB3177-068-P1-K1-B4 
BLASTX 
g4585882 
105 

9.0e-62 

127 

97 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

163800 

LIB3177-068-P1-K1-B5 

BLASTX 

g4454037 

694 

2.0e-73 

136 

94 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

163801 

LIB3177-068-P1-K1-B6 

BLASTX 

gl628478 

463 

3.0e-46 

102 

91 

(X98536) variant histone H2A.Z12 [Xenopus laevis] 
>gi_1685280 (U77893) histone H2A.Z variant [Xenopus laevis] 
>gi_1695198_emb_CAA67148_ (X98535) variant histone H2A.Z11 
[Xenopus laevis] 

163802 

LIB3177-068-P1-K1-B7 

BLASTN 

g3985954 

95 

3.0e-46 

171 

45 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG21, complete sequence [Arabidopsis thaliana] 

163803 

LIB3177-068-P1-K1-B8 

BLASTX 

g2129670 

140 

2.0e-64 
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Match length 

% identity 

NCBI Description 



128 
95 

phosphoinositide-specif ic phospholipase C - Arabidopsis 
thaliana >gi_857 374_dbj_BAA09432_ (D50804) phosphoinositide 
specific phospholipase C [Arabidopsis thaliana] 



Seq, No. 


1 fi'^Rn4 


Seq. ID 


T.TR71 7'7-nfifl-PI -K"! -RQ 








y z 0 ^ 0 z 0 / 


BLAST score 


331 


E value 


5 .Oe-31 


Match length 


92 


% identity 


75 




\ix*4U4*4; y cx anyxgeranyj. reauccase 




± DO 0 u o 




±j±DO±/ / UDO trx l\x 




DT aOTY 
OixfiO i A 




rrO ft 9 QP f^P 

gz y 0 00 




± 0 u 


J-) V Ct X Lie 




Match length 


117 


% identity 


88 


NCBI Description 


(AC002396) Unknown protein [Arabi< 


Seq. No. 


163806 


Seq. ID 


LIB3177-068-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2618604 


BLAST score 


143 


E value 


l.Oe-74 


Match length 


155 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, 



romosome 5, PI 
MTG13, complete sequence [Arabidopsis thaliana] 



clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq*. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163807 

LIB3177-068-P1-K1-C11 

BLASTX 

g3859536 

581 

2.0e-6Q 

112 

99 

{AF095453) asparagine synthetase [Arabidopsis thaliana] 
163808 

LIB3177-068-P1-K1-C12 

BLASTN 

g2980757 

51 

7.0e-20 

127 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 



21882 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163809 

LIB3177-068-P1-K1-C2 
BLASTN 
•g3449326 
217 

l.Oe-119 

264 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 

163810 

LIB3177-068-P1-K1-C3 

BLASTX 

gll9143 

278 

l.Oe-24 

54 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34 4 53 
{X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34 454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 {U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

163811 

LIB3177-068-P1-K1-C4 

BLASTX 

g2119846 

440 

5.0e-44 

92 

91 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

163812 

LIB3177-068-P1-K1-C5 

BLASTX 

gl710581 

417 

4.0e-41 

91 

89 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_110748 9_emb_CAA63024_ 



21883 



(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



Seq. No. 


163813 


Seq. ID 


LIB3177-068-P1-K1-C6 


Mpl-hnH 


RT.fi^TY 


IN ^ O X \J ±. 








P 1 no 
i-i V ax uc 




Lid U ^11 Xdl^ Ull 


±£. y 






LNV^OX O ^X X L/ L. X 1 


/AT. 04^480^ nni";^i-i\7P i 

\ rtXJ\J *4 ^ 1 O v / ^LIUOUXVC J 


Seq. No. 


163814 


Seq. ID 


LIB3177-068-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4263525 


BLAST score 


527 


E value 


8.0e-54 


Match length 


125 


% identity 


82 


NCBI Description 


(AC004044) putative ] 



II precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163815 

LIB3177-068-P1-K1-C8 

BLASTX 

g2129651 

762 

2.0e-81 

147 

100 

myosin heavy chain ATM2 - Arabidopsis thaliana (fragment) 
>gi_4 99045_emb_CAA84065_ (Z34292) myosin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163816 

LIB3177-068-P1-K1-D10 

BLASTN 

g4559375 

231 

l.Oe-127 

424 

100 

Arabidopsis thaliana chromosome II BAC FllClO genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163817 

LIB3177-068-P1-K1-D11 

BLASTX 

g2832605 

695 

2,0e-73 

153 

95 

(AL021633) 



predicted protein [Arabidopsis thaliana] 



Seq. No. 



163818 



21884 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 



LIB3177-068-P1-K1-D2 

BLASTX 

gl32074 

517 

7.0e-53 

105 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

163819 

LIB3177-068-P1-K1-D3 

BLASTN 

g2459406 

202 

l.Oe-110 

402 

99 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163820 

LIB3r77-068-Pl-Kl-D4 

BLASTN 

g4519194 

257 

l.Oe-142 

288 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHM17, complete sequence 



Seq. No:.; 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



163821 

LIB3177-068-P1-K1-D5 

BLASTX 

gl370186 

516 

2.0e-52 

101 

98 

(Z73942) RAB7C [Lotus japonicus] 
163822 

LIB3177-068-P1-K1-D6 

BLASTX 

g4582787 

334 

2.0e-31 

77 

83 

(AJ012281) adenosine kinase [Zea mays] 
163823 

LIB3177-068-P1-K1-D7 
BLASTX 



21885 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2911085 
345 

2.0e-39 

113 

81 

{AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 

163824 

LIB3177-068-P1-K1-D8 

BLASTN 

g4559344 

350 

O.Oe+00 
404 ■ 
6 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 

163825 

LIB3177-068-P1-K1-D9 

BLASTX 

g3023516 

343 

9.0e-33 

78 

87 

PROBABLE l-DEOXYXYLULOSE-5-PHOSPHATE SYNTHASE PRECURSOR 
(DXP SYNTHASE) >gi_1399261 (U27099) DEF [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163826 

LIB3177-068-P1-K1-E1 

BLASTX 

g4725941 

519 ' 

6.0e-53 

112 

86 

(AL04 9730) putative pollen-specific protein [Arabidopsis 
thaliana] 

163827 

LIB3177-P68-P1-K1-E10 

BLASTX 

gll75013 

571 

5.0e-59 

126 

89 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S4 4 084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163828 

LIB3177-068-P1-K1-E11 

BLASTX 

gll5783 

698 

6.0e-74 

136 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ {X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163829 

LIB3177-068-P1-K1-E12 

BLASTX 

g3286693 

618 

2.0e-64 

128 

98 

(Y15433) 33 JcDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

163830 

LIB3i77-068-Pl-Kl-E2 

BLASTX 

gll69601 

743 

4.0e-79 
146 

99 

OMEGA-6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_493068 (U09503) chloroplast omega-6 fatty acid 
desaturase [Arabidopsis thaliana] 

163831 

LIB3177-068-P1-K1-E3 

BLASTN 

g4581084 

280 

l.Oe-156 

332 

99 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163832 

LIB3177-068-P1-K1-E4 

BLASTN 

g4713943 

98 

3.0e-48 

146 

92 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence. 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq-, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163833 

LIB3177-068-P1-K1-E5 

BLASTX 

g4586256 

247 

4.0e-21 

62 

81 

{AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

163834 

LIB3177-068-P1-K1-E6 

BLASTN 

g3869069 

56 

l.Oe-22 

389 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

163835 

LIB3177-068-P1-K1-E7 

BLASTX 

gll5783 

508 

9.0e-52 

95 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

163836 

LIB3177-068-P1-K1-F1 

BLASTX 

g421826 

618 

2.0e-64 

141 

82 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

163837 

LIB3177-068-P1-K1-F10 

BLASTX 

g4741960 

478 

4.0e-48 

111 

82 

{AF134130) Lhcb6 protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163838 

LIB3177-068-P1-K1-F11 

BLASTN 

g4519190 

136 

2.0e-70 

464 

98 

Arabidopsis thaliana genomic DNA, 
K6A12, complete sequence 



chromosome 5, TAG clone: 



163839 

LIB3177-068-P1-K1-F2 

BLASTX 

g3914442 

518 

9.0e-53 

140 

74 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

163840 

LIB3177-068-P1-K1-F3 

BLASTX 

gll45697 

514 

2.0e-52 

106 

53 

(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 

163841 

LIB3177-068-P1-K1-F4 

BLASTN 

g4206762 

49 

2.0e-18 

334 

40 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

163842 

LIB3177-068-P1-K1-F5 

BLASTN 

g3299824 

427 

O.Oe+00 

471 

97 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163843 

LIB3177-068-P1-K1-F6 

BLASTX 

g282865 

670 

l.Oe-70 

133 

72 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

163844 

LIB3177-068-P1-K1-F8 

BLASTN 

g516248 

200 

l.Oe-109 

228 

97 

A. thaliana gene for porphobilinogen deaminase 
163845 

LIB3177-068-P1-K1-F9 

BLASTN 

g4220635 

127 

3.0e-65 

217 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone: 



163846 

LIB3177-068-P1-K1-G1 

BLASTX 

g421826 

337 

9.0e-32 

101 

63 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712__ (X71878) CP29 [Arabidopsis 
thaliana] 

163847 

LIB3177-068-P1-K1-G11 

BLASTX 

g4678268 

52 

6.0e-50 

103 

97 

(AL049660) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



163848 

LIB3177-068-P1-K1-G12 

BLASTX 

g4539009 

661 

2.0e-69 

156 

76 

(AL049481) putative protein [Arabidopsis thaliana] 
163849 

LIB3177-068-P1-K1-G2 

BLASTX 

gll75010 

317 

l.Oe-46 

113 

88 

PLASMA MEMBRANE INTRINSIC PROTEIN lA >gi_62 954 0_pir_S4 4082 
plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_4 72873_emb_CAA534 75_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 

163850 

LIB3177-068-P1-K1-G4 

BLASTX 

gll5767 

619 

l.Oe-64 

119 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163851 

LIB3177-068-P1-K1-G5 

BLASTN 

g4589412 

46 , 

l.Oe-16 

155 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F6N7, complete sequence 

163852 

LIB3177-068-P1-K1-G6 

BLASTX 

g3914442 

424 

7.0e~42 
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191 


i "1 +• T +• t J 

^ laenuiTiy 


/ i 


WL-Di uesciTipuion 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 




(liibHl -HAKVbbTING COMPLEX I 11 KD PROTEIN) (PSI-H) 




>gi_1916350 (U92504) PSI-H subunit [Brassxca rapa] 


oeq . iNO . 


1 "5 Q Q 


Clorr Tn 

ocq. J.U 


JjXdJX / / — Ubo-Pl-Kl-G / 


Method 


BLASTX 


NCBI GI 


g2809244 


OLi/iO i SCQi© 


^ ^ i? 


E value 


1 . ue-4 4 


MaLcn lengtn 


o o 


5 xaeni-ity 


XUU 


nl,d1 uescnption 


(AC002560) F21B7.13 [Arabxdopsxs thaliana] 


ocCJ . INO . 


X D Jo 04 


oeq . 1 u 


LlBol / /-Uoo-rl-Kl-G9 


Mpthnd 


RT a^TY 


NCBI GI 


g2289010 


BLAST score 


454 


E value 


T Art yl C 


^ 1^ T A ^ 

MaT-cn xengrn 


y J 


% Identity 


97 


iNL^Di. uescripuxon 


(ALUU^JJb) FKBP type peptidyl-prolyl cxs-trans isomera; 




isolog [Arabidopsis thaliana] 


oeq - NO . 




Qo/-t T n 

beq. lU 


LlBJl / /-Udo-PI-KI-HI 






NCBI GI 


g3337347 


BLAST score 


162 


E value 


D . Ue-OD 


^ +* T 1^ ^ 1^ 

iyiaT,cn xengrn 


O Q C 

^: y o 


laentity 


100 


iNk^ox jjcscnpt-ion 


Arabidopsis thaliana chromosome II BAC F13P17 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


oeq. INO. 


iDOtfOD 


o • d. u 


XiXOOX / / UDO irX ]\X flXU 


Method 


BLASTN 


NCBI GI 


gl237123 


BLAST score 


350 


E value 


O.Oe+00 


Match length 


350 


% identity 


100 



NCBI - Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Arabidopsis thaliana photosystem I PSI-N mRNA, nuclear gene 
encoding chloroplast protein, complete cds 

163857 

LIB3177-068-P1-K1-H11 

BLASTX 

g4406777 

282 

4.0e-25 

55 

95 
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NCBI Description (AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 

Seq. No. 163858 

Seq. ID LIB3177-068-P1-K1-H12 

Method BLASTX 

NCBI GI g2894564 

BLAST score 127 

E value 9.0e-28 

Match length 66 

% identity 98 

NCBI Description {AL021890) putative protein [Arabidopsis thaliana] 

Seq. No. 163859 

Seq. ID LIB3177-068-P1-K1-H2 

Method BLASTN 

NCBI GI g3298610 

BLAST score 127 

E value 2.0e-65 

Match length 135 

% identity 99 

NCBI Description Arabidopsis thaliana BAC T2H3 

Seq. No. 163860 

Seq. ID LIB3177-068-P1-K1-H3 

Method BLASTN 

NCBI GI g2760829 

BLAST score 297 

E value l.Oe-166 

Match length 324 

% identity 97 

NCBI Description Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 163861 

Seq. ID LIB3177-068-P1-K1-H4 

Method BLASTX 

NCBI GI g2146741 

BLAST score 630 

E value 5.Qe-66 

Match length 119 

% identity 100 

NCBI Description isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) - 
Arabidopsis thaliana >gi_1293565 (U4 9259) isopentenyl 
diphosphate rdimethylallyl diphosphate isomerase 
[Arabidopsis thaliana] 

163862 

LIB3177-068-P1-K1-H5 
BLASTX 
gl477480 
739 

l.Oe-78 
145 
52 

(U4 0341) carbamoyl phosphate synthetase large chain 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



21893 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163863 

LIB3177-068-P1-K1-H6 

BLASTX 

g3449041 

486 

3.0e-49 

90 

97 

(U734 62) carbonic anhydrase [Arabidopsis thaliana] 
163864 

LIB3177-068-P1-K1-H7 

BLASTN 

g4159706 

104 

7.0e-52 

127 

100 

Arabidopsis thaliana genomic 
MGL6, complete sequence 



DNA, chromosome 3, PI clone: 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642170 (AC003000) 



163865 

LIB3177-068-P1-K1-H8 
BLASTX 
gl66835 
525 

7.0e-54 
100 
100 

(M86720) 
activase 

Rubisco activase [Arabidopsis thaliana] 
163866 

LIB3177-068-P1-K1-H9 

BLASTN 

g600388 

285 

l.Oe-159 

306 

98 

A. thaliana UbcAT3 mRNA for ubiquitin conjugating enzyme E2 
163867 

LIB3177-069-P1-K1-A10 

BLASTN 

g4519192 

258 

l.Oe-143 

262 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBK21, complete sequence 



Seq. No. 
Seq. ID 



163868 

LIB3177-069-P1-K1-A11 



21894 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2244788 

52 

l.Oe-20 

71 
96 

"Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

163869 

LIB3177-069-P1-K1-A12 

BLASTN 

gl916349 

121 

l.Oe-61 

227 

90 

Brassica rapa PSI-H subunit (psaH) mRNA, complete cds 
163870 

LIB3177-069-P1-K1-A2 

BLASTX 

g2982285 

350 

4.0e-33 

69 

80 

(AF051227) GASA5-like protein [Picea mariana] 
163871 

LIB3177-069-P1-K1-A3 

BLASTX 

g4587564 

186 

2.0e-14 

37 

97 

(AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb_R30423, gb_T42998, gb_Z18178, gb_T14133, 
gb_N65521, gb_T42498, gb_T41918, gb_N38024 

163872 

LIB3177-069-P1-K1-A4 

BLASTX 

g4454036 

535 

9.0e-55 
106 
94 

(AL035394) 
thaliana] 



putative major . latex protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163873 

LIB3177-069-P1-K1-A5 

BLASTN 

g3869062 



21895 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



148 

8.0e-78 

231 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K11I1> complete sequence [Arabidopsis thaliana] 

163874 

LIB3177-069-P1-K1-A7 

BLASTX 

g2462929 

413 

9.0e-41 

87 

93 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
163875 

LIB3177-069-P1-K1-A9 

BLASTX 

g3157924 

315 

5.0e-29 

80 

78 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H76425, gb_T13883, 
gb_T45348, gb_H37743, gb_AA042634, gb_Z26960 and gb_Z25951 
come from this gene. There is a similar ORE on the 
opposite strand. [... >gi_4063707 (AF104327) extensin-like 
protein [Arabidopsis thaliana] 

163876 

LIB3177-069-P1-K1-B11 

BLASTX 

gll68607 

601 

l.Oe-62 

118 

98 

AUXIN-INDUCED PROTEIN AUX2-11 >gi_16197_emb_CAA37526_ 
(X53435) Aux2-ll protein [Arabidopsis thaliana] >gi_454285 
(L15450) auxin-responsive protein [Arabidopsis thaliana] 

163877 

LIB3177-069-P1-K1-B12 

BLASTN 

g3927822 

324 

O.Oe+00 

446 

100 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163878 

LIB3177-069-P1-K1-B2 



21896 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCei Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3242075 

299 

l.Oe-27 

56 

100 

(Z97059) 
thaliana] 



S-adenosyl-L-honiocysteine hydrolase [Arabidopsis 



163879 

LIB3177-069-P1-K1-B3 

BLASTX 

gl32074 

718 

3.0e-76 

134 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

163880 

LIB3177-069-P1-K1-B4 - 
BLASTN 
g2264316 
■ 180 
l.Oe-96 
437 
40 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 

163881 

LIB3177-069-P1-K1-B5 

BLASTN 

g2288979 

315 

l.Oe-177 

348 ~ ' 

97 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163882 

LIB3177-069-P1-K1-B6 

BLASTX 

gl32074 

460 

3.0e-46 

103 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



21897 



Seq. No. 163883 

Seq. ID LIB3177-069-P1-K1-B7 

Method BLASTX 

NCBI GI g4263525 

BLAST score 602 

E value l.Oe-62 

Match length 141 • 

% identity 85 

NCBI Description (AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

Seq. No. 163884 

Seq. ID LIB3177-069-P1-K1-C11 

Method BLASTX 

NCBI GI g2052379 

BLAST score 571 

E value 4 . Oe-59 

Match length 106 

% identity 99 

NCBI Description (U66343) calreticulin [Arabidopsis thaliana] 

Seq. No. 163885 

Seq. ID LIB3177-069-P1-K1-C12 

Method BLASTX 

NCBI GI gl653089 

BLAST score 243 

E value ' l.Oe-20 

Match length 80 

% identity 56 

NCBI Description (D90911) hypothetical protein [Synechocystis sp.] 

Seq. No. 163886 

Seq. ID LIB3177-069-P1-K1-C2 

Method BLASTX 

NCBI GI g4406816 

BLAST score 545 

E value 9.0e-59 

Match length 119 

% identity 97 

NCBI Description {AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 

Seq. No. 163887 

Seq. ID LIB3177-069-P1-K1-C3 

Method BLASTX 

NCBI GI gl32110 

BLAST score 670 

E value l.Oe-70 

Match length 125 

% identity 98 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

Seq. No. 163888 



21898 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3177-069-P1-K1-C4 

BLASTX 

g228408 

633 

3.0e-66 

124 

66 

calmodulin 1 [Arabidopsis thaliana] 
163889 

LIB3177-069-P1-K1-C6 

BLASTX 

gl076708 

657 

4 .Oe-69 

141 

27 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA037 64_ {D1624 8) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ {D28123) Ubiquitin [Glycine max] 
>gi_5566B8_emb_CAA84 440_ {Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785__dbj_BAA05085_ {D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 21114 34A tetraubiquitin [Helianthus 

annuus] , 

163890 

LIB3177-069-P1-K1-D1 

BLASTX 

gl362029 

374 

5.0e-36 

89 

72 

thioglucosidase (EC 3.2.3.1) precursor - rape 
>gi_840725_emb_CAA55685_ (X79080) myrosinase [Brassica 
napus ] 

163891 

LIB3177-069-P1-K1-D10 

BLASTX 

g4115364 

429 

2.0e-42 

97 

87 

(AC005957) putative fatty acid elongase [Arabidopsis 
thaliana] 

163892 

LIB3177-069-P1-K1-D11 

BLASTX 

g3953473 

637 

8.0e-67 
128 



21899 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



100 

{AC002328) F2202.18 [Arabidopsis thaliana] 
163893 

LIB3177-a69-Pl-Kl-D12 

BLASTX 

g2764941 

518 

7.0e-53 

87 

100 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 

163894 

LIB3177-069-P1-K1-D2 

BLASTX 

g3894183 

458 

9.0e-4 6 

130 

74 

(AGO05662) calmodulin-like protein [Arabidopsis thaliana] 
163895 

LIB3177-069-P1-K1-D3 

BLASTX 

g4138912 

140 

8.0e-09 

31 

77 

(AF059487) expansin precursor [Lycopersicon esculentum] 
163896 

LIB3177-069-P1-K1-D4 

BLASTX 

g2118220- 

235 

4.0e-20 

67 

75 

H+-transporting ATPase (EC 3 . 6 . 1 . 35 ) , vacuolar, 16K chain 
(clone AVA-Pl) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-puinping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4 58997 6_gb_AAD264 93.1_AC007195__7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 

163897 

LIB3177-069-P1-K1-D8 



21900 



f 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity " 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4490325 

461 

4.0e-46 

115 

77- 

(AL035656) 



hypothetical protein [Arabidopsis thaliana] 



163898 

LIB3177-069-P1-K1-D9 

BLASTX 

g4544387 

248 

l.Oe-21 

67 

76 

(AC007047) putative purple acid phosphatase precursor 
[Arabidopsis thaliana] 

163899 

LIB3177-069-P1-K1-E1 

BLASTX 

gll69278 

361 

2.0e-34 

152 

54 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04 569_ (D17715) ERD14 
protein [Arabidopsis thaliana] 

163900 

LIB3177-069-P1-K1-E12 

BLASTX 

g99735 

587 

5.0e-61 

112 

99 

L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 

163901 

LIB3177-069-P1-K1-E2 

BLASTX 

g4585882 

578 

8.0e-60 

112 

100 

{AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163902 

LIB3177-069-P1-K1-E3 

BLASTX 

g585165 

692 



21901 



E value 
Match length. 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-73 

145 

88 

GLUCOSE- 6-PHOSPHATE 1- DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2 12998 5__pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - potato 
>gi_471345_emb_CAA52442_.. (X74421) glucose-6-phosphate 
1-dehydrogenase [Solanum tuberosum] 

163903 

LIB3177-069-P1-K1-E8 

BLASTX 

g4587564 

575 

l.Oe-59 . 

129 

90 

(AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb__R30423, gb_T42998, gb_Z18178, gb_T14133, 
gb_N65521, gb_T424 98, gb_T41918, gb_N38024 



O C L£ • LN (J • 


J. DO !7U ri 


Seq. ID 


LIB3177-069-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2199574 


BLAST score 


295 


E value 


4 .Oe-27 


Match length 


61 


% identity 


90 


NCBI Description 


(AF004293) aquaporin [Brassica 


Seq. No. 


163905 


Seq. ID 


LIB3177-069-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl362051 


BLAST score 


452 


E value 


5.0e-45 


Match length 


95 


% identity 


92 


NCBI Description 


protein kinase 3 - soybean >gi 




kinase 3 [Glycine max] 


Seq. No. 


163906 


Seq. ID 


LIB3177-069-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g3046854 


BLAST score 


346 


E value 


O.Oe+00 


Match length 


378 


% identity 


98 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG7, complete sequence [Arabidopsis thaliana] 

163907 

LIB3177-069-P1-K1-F11 
BLASTX 



21902 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4585935 
300 

l.Oe-27 

69 

86 

{AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4741946_gb_AAD28770 . 1_AF134 123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No, 


163908 


oecj. iU 


LlBJl / /-Uby-Pl-Kl-Flz 


Me unod 


BLASTX 






BLAST score 


460 


E value 


4 .Oe-46 


Match length 


92 


% identity 


100 


NCBI Description 


(AC000104) F19P19.13 [Arab 


Seq. No. 


163909 


Seq. ID 


LIB3177-069-P1-K1-F2 


Method 


BLASTN - 






BLAST ^,score 


70 


E value 


7.0e-32 


Match length 


70 


% identity 


100 


NCBI Description 


light-regulated glutamine ; 




thaliana, mRNA, 1548 nt] 


Seq. No. 


163910 


Seq. ID 


LIB3177-069-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


g3046854 


BLAST score 


161 


E value 


2.0e-85 


Match length 


288 


% identity 


90 



isoenzyme [Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG7, complete sequence [Arabidopsis thaliana] 



PI clone: 



163911 

LIB3177-069-P1-K1-F9 

BLASTX 

gll69128 

196 

l.Oe-15 

45 

82 

SERINE/THREONINE-PROTEIN KINASE CTRl >gi_166680 (L08789) 
protein kinase [Arabidopsis thaliana] >gi_166682 (L08790) 
protein kinase [Arabidopsis thaliana] 

163912 

LIB3177-069-P1-K1-G1 

BLASTX 

g4512675 



21903 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



794 

4.0e-85 

152 

100 

{AC006931) putative citrate synthase [Arabidopsis thaliana] 
163913 

LIB3177-069-P1-K1-G10 

BLASTX 

gl6374 

305 

2.0e-28 

62 

89 

(X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 

163914 

LIB3177-069-P1-K1-G12 

BLASTN 

g3236479 

89 

l.Oe-42 

137 

91 

Arabidopsis thaliana BAC F9H3, from chromosome IV near 18.8 
cM, complete sequence 

163915 

LIB3177-069-P1-K1-G2 

BLASTX 

g2956690 

420 

3.0e-41 
127 
54 . 

(AJ223306) 
(AF079800) 



PSBY [Arabidopsis thaliana] >gi_3414 928 
PsbY precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



163916 

LIB3177-069-P1-K1-G3 

BLASTX 

g3157924 

315 

6.0e-29 

80 

78 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H76425, gb_T13883, 
gb_T45348, gb_H37743, gb_AA042634, gb_Z26960 and gb_Z25951 
come from this gene. There is a similar ORF on the 
opposite strand. [... >gi_4063707 (AF104327) extensin-like 
protein [Arabidopsis thaliana] 

163917 

LIB3177-069-P1-K1-G5 
BLASTX 



21904 



LN £j J. \J A. 




BLAST score 


339 


E value 


2.0e-32 


Katcn ienyLfi 




% identity 




wcoi uescrxption 


(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 




with GDSL-motif family. ESTs gb_T45815, gb T45130 and 




gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 


ocCj . INO . 


1 D jy lo 




iiittji / /-uby-f i-ki-(jd 


Method 


BLASTX 


NCBI GI 


g3785991 


T3T HOT* oi^^v-*^ 

DioHo 1 scoire 




E value 


D . Ue-oi 


Matcn lengtn 


/o 


% identity 


Q Q 

o y 


NLBi Description 


(AC005560) putative MAP kinase [Arabidopsis thaliana] 


oeq . NO. 


1 boy ly 


OCLJ • XL/ 


lilDJl / / — U by— irl — J\l— (j / 




HT 31 QTV 
DJj/iO i A 


NCBI GI . 


gl769907 


BLAST score 


454 ■ 


E value 




Marcu lengtn 


121 


% Identity 


76 


NCBI Description 


(X92975) xyloglucan endo-transglycosylase [Arabidopsis 




thaliana] « 


oeq. NO. 


1 ^ o fi o rt 


oeq . lu 


LlBJl / /-Uby-Pl-Kl-Go 


Method 


BLASTX 


NCBI GI 


g2961378 


nJ-iAoi score 


o c c 
DO 


E value 


1 . Ue-z<i 


Maucn lengtn 


60 


^ laencicy 


/I o 


NC^bi Description 


(AL022141) putative protein [Arabidopsis thaliana] 


oeq. NO. 


ibjyzi 


oeq. lU 


LIBJl / /-Uby-Pl-Kl-G9 




OJ-iMO i IN 


NCBI GI 


g2264316 


BLAST score 


103 


E value 


y . Oe-Di 


watcn leng tn 




^ luentity 


4z 


tSK^ox uescnp uion 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MROll, complete sequence [Arabidopsis thaliana] 


Seq. No. 


163922 


Seq. ID 


LIB3177-069-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


439 


E value 


l.Oe-43 



21905 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



95 
89 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

163923 

LIB3177-069-P1-K1-H11 

BLASTX 

g3914117 

582 

3.0e-60 

144 

81 

NUCLEOSIDE DIPHOSPHATE KINASE II PRECURSOR (NDK II) (NDP 
KINASE II) >gi_3093480 (AF017640) nucleoside diphosphate 
kinase type 2 [Arabidopsis thaliana] 

163924 

LIB3177-069-P1-K1-H12 

BLASTX 

g4566505 

262 

4.0e-23 

84 

60 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Horde urn vulgare] 

163925 

LIB3177-069-P1-K1-H2 

BLASTX 

g3080401 

587 

7.0e-61 

116 

100 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_44 55265_emb_CAB36801.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

163926 

LIB3177-069-P1-K1-H3 

BLASTN 

g3402745 

166 

3.0e-88 

268 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

163927 • ' 

LIB3177-069-P1-K1-H4 

BLASTN 

g4519185 
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BLAST score 


140 


P" 1 11 A 
JD V d J- Lie 


*t . Uc / J 










NPRT np«?pr 1 nt" "i on 


CtJu^XUVJ^O X S Li Id X Xdild ycXlL/lUXL' L/LNi-i/ L.X IX UiUUo OillC 




jMOwio, compxeLe sequence 


Sea No 




Opri TO 


Xixjsjx f / up^ iri J\x no 


Methori 


RT.ASTX 


NCBI GI 


g2244892 


BLAST score 


189 


tJ V ad. Lie 


O • Uc X D 






^ XUtillt-XLy 


OH 


NCBI Descrintion 


V^jj/jju/ oxiiixxdxxLy Lvj ^yL^XL^cti-LciiL/x oyiiLixdoc^ 




LndXidnd J 




X \J ^ y £. ^ 




Xixoox / / uoj trx i\x no 


Method 


BLASTX 


NCBI GI 


g2982285 






E V3lue 


0 • ue J J 


ixiaucn j.enyLn 


by 


i T •! 4-TT 

^ icieriL.iL.y 


0 u 


LNwDi ue scrip Lion 


\/iruox^^/; LiAoAD — iiKe protein [ ricea inariana. 




X D J -7 J U 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gl899188 


OLltIO X oL.vJi.e 


1 OQ 

X U !7 


£j V9.1ue 


O ho— OR 


iMcii,L*ii xcriyLfi 


0 o 


% 1 HottI" "i "h \/ 

o XlJdlLXLy 


1 

X J 


LNL-'iDi uescxipLion 


iuyu^:iz; uiNA Dinamg prouem ACbr [Nicotiana 


Ccirr Nn 


X O J ^ J X 


Sea ID 


T.TR'^1 77-n6Q-P1 -K1 -HQ 


Method 


BLASTX 


NCBI GI 


g3123745 




4 X X 


E vslue 


1 rio— 41 
X . ue fi X 


LYiatcii lenytn 




^ XUcIlLXLy 


fi7 


LNL/DX UcoL-iip L ion 


v/VDUU4*i/j axuininuiTi inaucea [crassica napusj 


Sea No 


X u ^ ^ o ^ 


Sea tn 


T.TR'^177 — n7n-Pl -Pf1-ni 

XiXDOX II \j I \j irX i\X t\L 


Method 


BLASTX 


NCBI GI 


g4115387 


BLAST score 


587 


E value 


5.0e-61 


Match length 


118 


% identity 


99 


NCBI Description 


(AC005967) putative NADP-dependent 



21907 



glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163933 

LIB3177-070-P1-K1-A10 

BLASTX 

gl32110 ' 

702 

2.0e-74 

131 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163934 

LIB3177-070-P1-K1-A11 

BLASTN 

g4757662 

232 

l.Oe-127 

465 

100 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

163935 

LIB3177-070-P1-K1-A12 

BLASTN 

g4314354 

21 

5.5e-02 
196 
.89 

Arabidopsis thaliana chromosome II BAC T9I22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163936 

LIB3177-070-P1-K1-A2 

BLASTX 

g2129772 

292 

l.Oe-26 

82 

63 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163937 , 

LIB3177-070-P1-K1-A3 

BLASTX 

gl32110 

546 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



4.0e-56 

106 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 38 PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 

163938 

LIB3177-070-P1-K1-A5 

BLASTN 

g2244991 

284 

l.Oe-158 

466 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

163939 

LIB3177-070-P1-K1-A6 

BLASTX 

g3157947 

814 

2.0e-87 

156 

52 

(AC002131) Similar to protein gb_Z74962 from Brassica 
oleracea which is similar to bacterial YRNl and HEAHIO 
proteins. ESTs gb_T21954, gb_T04283, gb_Z37609, gb_N37366, 
gb_R90704, gb_F15500 and gb_F14353 come from this gene. 

[Arabidopsis tha 

163940 

LIB3177-070-P1-K1-A8 

BLASTX 

gll5767 

743 

4.0e-79 

147 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163941 

LIB3177-070-P1-K1-A9 

BLASTX 

gll70939 

554 

5.0e-57 
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Match length 

% identity 

NCBI Description 



115 
92 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S4 6540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z2474 3) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



beq. No. 


i D^yy ^ 


oeq. lU 


JjIdoX / / — U/vJ — ri — J\l — d1 


Metnod 


DT A CT* V 

dLAo i A 


NCBI GI 


gl773330 


BLAST score 


618 


E value 


z . ue— 


Match iengtn 


1 J) T 

141 


% identity 


85 


NCBI Description 


(Uo0071) glycolate oxidase [Mesembryanthemum crystallinum 


Seq. No. 


163943 


Seq. ID 


LIB3177-070-P1-K1-B10 


Method 




NCBI GI 


gjo /(J4 


dLlPlo L score ■ 


DID 


E value 


z . ue— O^: 


Match length 




% identity 


lUU 


inudi uescripcion 


^/iLiU JoDfi 0 ; Koco-iiKe protem L'^^raDiaopsis tnaiianaj 


Seq. No. 


163944 


beq. iu 


LIBJi / /-U /U-Pl-Kl-Bll 


Method 


■n T TV c m V 

BLASTX 


NCBI GI 


gll57b7 


BLAST score 




E value 


1 A ^ O /I 

1.0e-o4 


Match iengtn 


TEA 


% identity 


y y 


inl^dx uescnpi-ion 


PUT OD/^DUVT T ZY — P DTKTnTKir* DDATTTTM OTP TUr^TT TVOTT T DDCOFTDCr^D 

L^nijUKUirn. I JLiLi rt, d dIINUUNIj rKUilljilN Ue ijnL.ll liirilj 1 IrKtiL/UKoUK 




vv_,M.D ±dj/ xouy \iincirj '^gi oiDUj pir H.zi?^ou cnioropnyii 




a/b-binding protein abl65 - Arabidopsis thaliana 




>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 




protein (LHCP AB 65) [Arabidopsis thaliana] 




>gi_16372__emb_CAA27541_ (X03908) chlorophyll a/b binding 




protein (LHCP AB 180) [Arabidopsis thaliana] 


Seq. No. 


163945 


Seq. ID 


LIB3177-070-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gll5767 ■ 


BLAST score 


717 


E value 


4.0e-76 


Match length 


138 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 



21910 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372^emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) (Arabidopsis thaliana] 

163946 

LIB3177-070-P1-K1-B2 - ~ 

BLASTN 

gl4342 

316 

l.Oe-178 

316 

100 

A. thaliana mRNA for carbonic anhydrase 
163947 

LIB3177-070-P1-K1-B3 

BLASTX 

gll5767 

649 

4.0e-68 

126 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) ' (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163948 

LIB3177-070-P1-K1-B4 

BLASTX 

g3915865 

414 

l.Oe-40 

102 

82 

4 OS RIBOSOMAL PROTEIN S4 
163949 

LIB3177-070-P1-K1-B5 

BLASTX 

gl32110 

731 

l.Oe-77 

138 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_einb_CAA32702_ 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

163950 

LIB3177-070-P1-K1-B6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fumarase [Arabidopsis thaliana] >gi_2529676 



BLASTX 
g2443751 
802 

5.0e-86 
159 
100 

(AF020303) 

(AC002535) putative fumarase [Arabidopsis thaliana] 
163951 

LIB3177-070-P1-K1-B7 

BLASTX 

g99696 

691 

4 .Oe-73 

134 

99 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 {S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

163952 

LIB3177-070-P1-K1-B8 

BLASTN 

g4263642 

423 

O.Oe+00 

431 

100 

Arabidopsis thaliana chromosome II BAC T13H18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163953 

LIB3177-070-P1-K1-B9 

BLASTX 

g2194121 

612 

l.Oe-65 

134 

92 

(AC002062) 
(gb_ATCDl) 

[Arabidopsis thaliana] 



Strong similarity to Arabidopsis cyclin delta-1 
EST gb_ATTS4338 comes from this gene. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163954 

LIB3177-070-P1-K1-C1 

BLASTX 

g541858 

785 

4.0e-84 

148 

99 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbj_BAA03921_ (D16454) endo-xyloglucan 
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Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

163955 

LIB3177-070-P1-K1-C10 

BLASTX 

gll69201 

414 

l.Oe-40 

109 

80 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

163956 

LIB3177-070-P1-K1-C11 

BLASTX 

g399307 

451 

6.0e-45 

143 

61 

PRENYL TRANSFERASE >gi_99282_pir ^A40433 prephytoene 

pyrophosphatase dehydrogenase (crtE) homolog - Cyanophora 
paradoxa >gi_336639 (M37111) prephytoene pyrophosphate ' 
dehydrogenase [Cyanophora paradoxa] >gi_1016130 (U30821) 
prenyl transferase [Cyanophora paradoxa] 

163957 

LIB3177-070-P1-K1-C2 

BLASTX 

gl350680 

770 

3.0e-82 

149 

99 

60S RIBOSOMAL PROTEIN LI 
163958 

LIB3177-070-P1-K1-C3 

BLASTX 

g3608142 

252 

l.Oe-21 

126 

43 

(AC005314) putative hinl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



163959 

LIB3177-070-P1-K1-C5 

BLASTX 

gl31398 

546 

5.0e-56 

140 

80 
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NCBI Description PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ {X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC062986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene, [Arabidopsis 



oeg. NO. 


1 o J y du 


beg. iu 


LIdjI / /-U /U-ri-J\l-Lo 


LYie tnoQ 






g^oo 4 by o 


dJj/io i score 


J y 4 


E value 


o . ue— Jo 


lYiai-cn j.engi,n 


1 Dy 


% identity 


D 1 


NCBI Description 


(AF013216) acyl-CoA oxidase [Myxococcus xanthus] 


Seq. No. 


163961 


Seq. ID 


LIB317 7-070-P1-K1-C7 


Method 


I"* T TV ft TTfXT 

BLASTX 


NCBI GI 


g211984 6 


BLAST score 


605 


E value 


4 . Oe-63 


Matcn lengtn 


ITT 
11 / 


% identity 


97 


NCBI Description 


chlorophyll a/b-binding protein type I precursor LhblB2 - 




Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 




photosystem II type I chlorophyll a /b binding protein 




LArabidopsis tnalianaj >gi 31zoz30 (AC004077) photosystem 




II type I chlorophyll a/b binding protein [Arabidopsis 




cnaiianaj >gi jjo/o/i (ahju44o1) pnotosystem ii type i 




chlorophyll a/b binding protein [Arabidopsis thaliana] 


oeq. NO. 


1 D jy 


beg. lu 




Method 


DT TV CTV 


NUdI ox 


gi/jzo/u 


BLAST score 


156 


E value 


2.0e-10 


Match lengtn 


33 


% identity 


94 


NCBI Description 


(U72153) beta-glucosidase [Arabidopsis thaliana] 


Seq. No. 


163963 


Seq. ID 


LIB3177-070-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gll5385 


BLAST score 


447 


E value 


l.Oe-44 


Match length 


105 


% identity 


87 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




{CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 




chlorophyll a/b binding protein [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST' score 
E value 
"Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



163964 

LIB3177-070-P1-K1-D1 

BLASTX 

g3286693 

790 

l.Oe-84 
156 * 
100 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliaha] 

163965 

LIB3177-070-P1-K1-D11 

BLASTN 

g2244870 

270 

l.Oe-150 

288 

92 

Arabidopsis thaliana DNA chromosome 
fragment No 



4, ESSA I contig 



163966 

LIB3177-070-P1-K1-D12 

BLASTX 

g3024434 

528 

6.0e-54 

126 
86 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-l) >gi_2564337_dbj_BAA22951_ 
(D88663) Tat binding protein 1 [Brassica rapa] 

163967 

LIB3177-070-P1-K1-D3 

BLASTX 

g2388710 

393 

3. Oe-38 

110 

68 

(AF017150) betaine aldehyde dehydrogenase [Amaranthus 
hypochondriacus ] 

163968 

LIB3177-070-P1-K1-D7 

BLASTX 

gl922944 

306 

5.0e-28 
84 

76 . 

(AC000106) Strong similarity to Picea histone H2A 
{gb_X67819) . ESTs gb_ATTS3874, gb_T4 6627, gb_T14194 come from 
this gene. [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163969 

LIB3177-070-P1-K1-D8 

BLASTX 

gl32102 

686 

2.0e-72 

131 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163970 

LIB3177-070-P1-K1-D9 

BLASTX 

gl709687 

543 

6.0e-56 

109 

96 

PEPTIDE METHIONINE SULFOXIDE REDUCTASE (PEPTIDE MET(O) 

REDUCTASE) >gi_212964 3_pir S71275 methionine sulfoxide 

reductase - Arabidopsis thaliana >gi_127 9212_emb_CAA65991 
(X97326) methionine sulfoxide reductase [Arabidopsis 
thaliana] 



Seq. No. 


163971 


Seq. ID 


LIB3177-070-P1-K1-E1 


Method 


BLASTX 


NCBI GI • 


g4741954 


BLAST score 


706 


E value 


8.0e-75 


Match length 


148 


% identity 


91 


NCBI Description 


(AF134127) Lhcb4.2 protein [Arabidopsis thaliana 


Seq. No. 


163972 


Seq. ID 


LIB3177-070-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4680651 


BLAST score 


215 


E value 


3.0e-17 


Match length 


138 


% identity 


38 


NCBI Description 


(AF132940) CGI-06 protein [Homo sapiens] 


Seq. No. 


163973 


Seq. ID 


LIB3177-070-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g45843.51 


BLAST score 


456 


E value 


O.Oe+00 


Match length 


456 



21916 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

163974 

LIB3177-070-P1-K1-E12 

BLASTN 

g4199934 

35 

5.0e-10 

597 

53 

Genomic sequence for Arabidopsis thaliana BAC T3P18/ 
complete sequence [Arabidopsis thaliana] 

163975 

LIB3177-070-P1-K1-E2 

BLASTX 

g4741948 

776 

5.0e-83 

146 

100 

{AF134124) Lhcb2 protein [Arabidopsis thaliana] 
163976 

LIB3177-070-P1-K1-E3 

BLASTX 

g3204108 

656 

6.0e-69 

136 

89 

(AJ006764) putative deoxycytidylate deaminase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163977 

LIB3177-070-P1-K1-E4 

BLASTX 

gl769905 

569 

l.Oe-58 

149 

74 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

163978 

LIB3177-070-P1-K1-E5 

BLASTX 

gl769905 

205 

l.Oe-16 

65 

65 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



21917 



Seq. No. 

Seq. ID 

tdethod 

NCBI GI 

BLAST score 

E value^ 

Match length 

% identity 

NCBI Description 



163979 

LIB3177-070-P1-K1-E7 

BLASTN 

g2656031 

80 

4.0e-37 

156 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163980 

LIB3177-070-P1-K1-E8 

BLASTX 

g4835233 

425 

6.0e-42 

95 

93 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

163981 

LIB3177-070-P1-K1-E9 

BLASTX 

g2129538 

53 

5.0e-16 

50 

88 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

163982 

LIB3177-070-P1-K1-F1 

BLASTX 

g2129538 

265 

3.0e-23 

51 

100 

AT103 protein - Arabidopsis thaliana >gi_1033195 {U38232) 
AT103 [Arabidopsis thaliana] 

163983 

LIB3177-070-P1-K1-F10 

BLASTN 

g4584531 

469 

O.Oe+00 

481 

30 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9E8 
(ESSA project) 



Seq. No. 



163984 



21918 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-070-P1-K1-F11 

BLASTX 

g4741940 

385 

2.0e-37 

71 

99 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
163985 

LIB3177-070-P1-K1-F12 

BLASTX 

g2244979 

647 

7,0e-68 

132 

99 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163986 

LIB3177-070-P1-K1-F2 

BLASTN 

g3449332 

401 

O.Oe+00 

449 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSF19, complete sequence [Arabidopsis thaliana] 



PI clone: 



163987 

LIB3177-070-P1-K1-F3 

BLASTN 

gl532162 

145 

5.0e-76 

169 

96 

Arabidopsis thaliana AT. I. 24-1, AT. 1.24-2, AT, 1.24-3, 
AT. 1.24-4, AT. 1.24-5, AT. 1.24-6, AT. 1.24-9 and AT. I. 24-14 
genes, partial cds, AT. 1.24-7, ascorbate peroxidase 
(ATHAPXl), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT. I 

163988 

LIB3177-070-P1-K1-F5 

BLASTX 

g464987 

629 

l.Oe-65 

116 

100 

UBIQUITIN-CONJOGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBCIO - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 



21919 



enzyme [Arabidopsis thaliana] >gi_349213 {L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 


163989 


Seq. ID 


LIB3177-070-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


gl209241 


BLAST score 


124 


E value 


1 . Oe-63 


Match lenath 


184 


% identity 


92 


NCBI Description 


Arabidopsis thaliana metallothionein mRNA sequence 


Seq. No. 


163990 


Seq. ID 


LIB3177-070-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2764941 


BLAST score 


607 


K value 


3 . Oe-63 


Match length 


106 


% idc^ntitv 


100 


NCBI Descriotion 


fX98255^ transcriotionall V stimulated bv aibberellins ; 




expressed in meristematic region, and style [Arabidopsis 




"t* ha 1 1 ana 1 


Seq. No. 


163991 


Seq. ID 


LIB3177-070-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


a2129752 


BLAST score 


413 


E value 


2 . Oe-40 


Match lenQth 


86 


3; -1 Hpnt i1" V 


97 


NCBI Description 


thioredoxin - Arabidopsis thaliana >gi 992964 emb CAA84 6! 




(Z35475) thioredoxin [Arabidopsis thaliana] 


Seq. No. 


163992 


Seq. ID 


LIB3177-070-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


g3449323 


BLAST score 


364 


E value 


0 . Oe+OO 


Match length 


368 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 , PI clone 




MZA15 , complete sequence [Arabidopsis thaliana] 


Seq. No. 


163993 


Seq. ID 


LIB3177-070-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g4519195 


BLAST score 


98 


E value 


l.Oe-47 


Match length 


146 


% identity 


62 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MQC12, complete sequence 
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Seq. No. 

Seq. ID 

Method 

NCBI "GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163994 
■ LIB3177-070-P1-K1-G2 
BLASTN 
g4756963 
231 

l.Oe-127 

459 

99 

Arabidopsis thaliana DNA chromosome A, BAC clone F10M23 
(ESSA project) 

163995 

LIB3177-070-P1-K1-G3 

BLASTX 

gl351271 

185 

9.0e-14 

41 

90 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

163996 

LIB3177-070-P1-K1-G4 

BLASTX 

g4741960 

500 

l.Oe-50 

116 

84 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
163997 

LIB3177-070-P1-K1-G5 

BLASTN 

g4567237 

404 

O.Oe+00 

478 

100 

Arabidopsis thaliana chromosome II BAC T22F11 genomic 
sequence, complete sequence 

163998 

LIB3177-070-P1-K1-G6 

BLASTN 

g2749918 

215 

l.Oe-117 

295 

98 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



21921 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163999 

LIB3177-070-P1-K1-G7 

BLASTX 

g2062164 

520 

4.0e-53 • 

100 

100 

{AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164000 

LIB3177-070-P1-K1-G8 

BLASTN 

g3452262 

473 

O.Oe+00 

473 

100 

Arabidopsis thaliana phosphatidylinositol 4 -kinase mRNA, 
partial cds 

164001 

LIB3177-070-P1-K1-G9 

BLASTX 

gl361982 

623 

4.0e-65 

150 

84 

4-coumarate — CoA ligase (EC 6.2.1.12) - Arabidopsis 
thaliana >gi_609340 (U18675) 4-coumarate — coenzyme A ligase 
[Arabidopsis thaliana] 

164002 

LIB3177-070-P1-K1-H1 

BLASTX 

gll5767 

208 

l.Oe-16 

92 

54 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603__pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27 541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164003 

'LIB3177-070-P1-K1-H10 

BLASTX " 

g4454036 

624 

3.0e-65 
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Match lenath 


129 


% 1 rlpnt it V 


89 


NCBI Description 


(AL035394) putative major latex protein [Arabidopsis 




thalianal 


Seq. No. 


164004 


Seq. ID 


LIB3177-070-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g3047074 


BLAST score 


44 


E value 


1 . Oe-15 


Ma t cY\ Ipnath 


120 


% identitv 


84 


NCBI Descriot ion 


Arabidopsis thaliana BAC F21E10 


Seq, No. 


164005 


Seq. ID 


LIB3177-070-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3860247 


BLAST score 


450 


F. va 1 UP 

V ^1 La 


6 . Oe-45 


Ma tr'h Ipncrth 


92 


%, \ dpnt i t V 


93 


NPRT DpsPTiDtion 

IN \_» U J. ^ JU f>/ 1 i 


fAC005824) unknown orotein fArabidoDsis thalianal 


Sea No. 


164006 


Seq. ID 


LIB3177-070-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4468807 


BLAST score 


569 


E value 


6. Oe-64 


Matr'h 1 pn(T"t"h 

L 1 CI U w 11 ^^11^ ^11 


142 


§; 1 Hpnt i t V 
o -L v_ic 1 1 -i. ^-^ y 


84 


NPRT Dp*?priotion 


(AL035601) cytochrome P450 monooxygenase— like protein 




r ATahirior>*=; i s thalianal 


Seq. No. 


164007 


Seq. ID 


LIB3177-070-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g4220637 


BLAST score 


419 


E value 


0 . Oe+00 


Match 1 pncrth 


423 


?> i dpnt i t V 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI cli 




MIEl, comolete seauence FArabidoDsis thalianal 


Seq. No. 


164008 


Seq. ID 


LIB3177-070-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


g3047074 


BLAST score 


439 


E value 


O.Oe+00 


Match length 


439 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F21E10 



21923 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164009 

LIB3177-070-P1-K1-H6 

BLASTX 

gl769905 

328 

4.0e-47 

106 

91 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

164010 

LIB3177-070-P1-K1-H7 

BLASTX 

g4678385 

162 

4.0e-ll 

62 

55 

(AL04 9656) putative protein [Arabidopsis thaliana] 
164011 

LIB3177-070-P1-K1-H8 

BLASTX 

g585536 

724 

6.0e-77 

135 

99 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_einb_CAA55786_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

164012 

LIB3177-070-P1-K1-H9 

BLASTN 

g3659491 

404 

0. 0e+00 
462 

100 

Sequence of BAG T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

164013 

LIB3177-071-P1-K1-A10 

BLASTX 

g4510376 

210 

l.Oe-16 

106 

46 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 



164014 



21924 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-071-P1-K1-A11 

BLASTX 

g2129639 

549 

l.Oe-56 
108 

'99 ^* 
luminal binding protein (BiP) - Arabidopsis thaliana 
>gi_1303695_dbj__BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164015 

LIB3177-071-P1-K1-A12 

BLASTX 

g3717948 

446 

2.0e-44 

106 

89 

(AJ005902) vag2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164016 

LIB3177-071-P1-K1-A2 

BLASTX 

gl922944 

351 

2.0e-33 

73 

97 

(AC000106) Strong similarity to Picea histone H2A 
(gb_X67819) . ESTs gb_ATTS3874 , gb_T4 6627, gb_T14 194 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164017 

LIB3177-071-P1-K1-A3 

BLASTX 

g2398679 

407 

9.0e-40 

84 

90 

(Y14797) 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase [Morinda citrifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



164018 

LIB3177-071-P1-K1-A4 

BLASTX 

g3395441 

513 

3.0e-52 

98 

100 

(AC004683) unknown protein [Arabidopsis thaliana] 
164019 

LIB3177-071-P1-K1-A5 
BLASTX 



21925 



NCBI GI 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2499973 
228 

l.Oe-18 

105 

52 

PHOTOSYSTEM II- 5 KD PROTEIN PRECURSOR (PSII.-T) 
>gi_14 65366_emb_CAA66701_ {X98078) photosystem II 
[Arabidopsis thaliana] 

164020 

LIB3177-071-P1-K1-A6 

BLASTN 

g2160155 

59 

l.Oe-24 

161 

92 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1/ complete sequence [Arabidopsis thaliana] 

164021 

LIB3177-071-P1-K1-A7 

BLASTX 

g2088654 

111 

6.0e-18 

58 

91 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

164022 

LIB3177-071-P1-K1-A8 

BLASTX 

gl769905 

572 

3.0e-59 

112 

99 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164023 

LIB3177-071-P1-K1-A9 

BLASTX 

gll5783 

600 

2.0e-62 

116 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
{CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 
Seq. ID 



164024 

LIB3177-071-P1-K1-B1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g4757411 

53 

6.0e-22 

53 ' ' 

62 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXC7, complete sequence 



164025 

LIB3177-071-P1-K1-B10 

BLASTX 

gll5783 

601 

l.Oe-62 

113 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-14 0) (LHCP) >gi_1637 6_emb_CAA2754 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



164026 

LIB3177-071-P1-K1-B11 

BLASTX 

gl35860 

576 

l.Oe-59 

116 

100 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) - [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

164027 

LIB3177-071-P1-K1-B12 

BLASTX 

g2494299 

167 

l.Oe-11 

97 

40 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
(EIF-2-BETA) >gi_1732361 (U80269) translation initiation 
factor 2 beta [Malus domestica] 



164028 

LIB3177-071-P1-K1- 

BLASTX 

g417073 '* 

510 

5.0e-52 



B2 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
84 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 

164029 

LIB3177-071-P1-K1-B3 

BLASTX 

gl31360 

241 

3.0e-20 

61 

80 

PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_emb_CAA31909_ 
(X13558) K preprotein (AA -24 to 37) [Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



164030 

LIB3177-071-P1-K1-B4 

BLASTX 

gll4591 

393 

2.0e-38 

80 

100 

ATP SYNTHASE EPSILON CHAIN >gi_^81663_pir S01903 

H+-transporting ATP synthase (EC 3.6.1.34) epsilon chain 
Arabidopsis thaliana chloroplast >gi_11334_emb_CAA31381_ 
(X12889) Cfl ATPase epsilon subunit (AA 1 - 132) 
[Arabidopsis thaliana] 

164031 

LIB3177-071-P1-K1-B5 

BLASTX 

g2341034 

424 ' 

6.0e-42 

87 

99 

(AC000104) F19P19.13 [Arabidopsis thaliana] 



164032 

LIB3177-071-P1-K1-B6 

BLASTN 

g3869062 

141 

2.0e-73 

393 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
Kllll, complete sequence- [Arabidopsis thaliana] 



TAC clone: 



164033 

LIB3177-071-P1-K1-B7 



21928 







NCBI GI 


g3182922 


BLAST score 


233 




iC . ue i y 




0 1 


ft T if?k m +* ^ T * 

^ laenLiny 


Q/l 

y ft 




Hur kiduo iijiii ±uiN cHuiUK 1 >gi ioo4i4^ (U^o4/U) small 




GTP-binding protein ARF [Brassica rapa] 


D tr > LN U • 


X D 4 VJ J 4 


CIo/^ T n 
OoC^ • xu 


T TRH 77 — 071 — DT — k'1 — RQ 

JjXJdox / / U/x rX J\x r3o 


Method 


BLASTX 


NCBI GI 


g3763930 




*l xo 


E value 


Q f\c^— A 1 

y . ue— 4 X 


Match length 


1 "57 


» 1 4" T ^ t J 

TD laenuiLy 




nodi uescrxpLion 


tAcuu44DU} unknown protexn [AraDiaopsis thaliana] 


Q.an 'Kink 
O • IN O . 


X 04 U J ^ 


Qcirr T n 
. XU 


T TR'^l 7 7_n7 1 — D1 V^ Ol 


l it; Liiwu 


RT ZiQTY 


IN J. \J X 




BLAST score 


60 


E value 


5.0e-32 


iYiatcn xengun 


1 ri7 
xu / 


ft ^ n 1^ ^ ^ ^ 1 -p 

^ laenuity 


7 


NCBI Description 


DNA- DAMAGE -RE PAIR/ TOLERATION PROTEIN DRT112 PRECURSOR 




'^gi_4^io^u pir boo/u/ UKixx^: protein - AraJoiaopsis 




tnaliana >gi_166696 (M98456) DRTllZ [Arabidopsis thaliana] 


o cr . LN U ■ 


X D4 U J D 




T TR"^! 77 — 071 — PI —K^ —PI 0 
XiXDOX / / U / X irX r\X ^^XU 


Method 


BLASTX 


NCBI GI 


gll70170 


BLAST score 


349 


E value 


5.0e-33 


Match length 


91 


% identity. 


76 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HGMEOBOX-LEUCINE ZIPPER PROTEIN HAT3 
>gi_549889 (U09338) homeobox protein 
>gi_54 9890 (U09339) homeobox protein 



(HD-ZIP PROTEIN 3) 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



164037 

LIB3177-071-P1-K1-C11 

BLASTX 

gl32110 

623 

4.0e-65 

115 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060__pir RKMUB3 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA3270'2_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



21929 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164038 

LIB3177-071-P1-K1-C12 

BLASTN 

g4733953 

110 

2.0e-55 

150 

94 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

164039 

LIB3177-071-P1-K1-C2 

BLASTX 

g2335094 

101 

2,0e-57 

118 

87 

(AC002339) putative polygalacturonase [Arabidopsis 
thaliana] 

164040 

LIB3177-071-P1-K1-C4 

BLASTX 

g4469023 

259 

8.0e-23 

70 

70 

(AL035602) putative protein [Arabidopsis thaliana] 
164041 

LIB3177-071-P1-K1-C5 

BLASTX 

g3885343 

185 

7.0e-14 

99 

33 

(AC005623) hypothetical protein [Arabidopsis thaliana] 
164042 

LIB3177-071-P1-K1-C6 

BLASTX 

g2062164 

156 

l.Oe-58 

116 

97 

(AC00164 5) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq, No, 
Seq. ID 
Method 



164043 

LIB3177-071-P1-K1-C9 
BLASTX 



21930 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E valu'e'-' 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2398679 
239 

2.0e-20 

59 

81 

(Y14797). 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase [Morinda citrifolia] 

164044 

LIB3177-071-P1-K1-D1 

BLASTX 

g2407281 

119 

7.0e-65 

132 

91 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

164045 

LIB3177-071-P1-K1-D10 

BLASTN 

g517330 

440 

O.Oe+00 

448 

100 

A.thaliana mRNA f or 'ribosomal protein SIO 



164046 

LIB3177-071-P1-K1-D11 

BLASTX 

g2494174 

615 

3.0e-64 

126 

97 

GLUTAMATE DECARBOXYLASE 



1 (GAD 1) >gi_497979 (U10034) 



glutamate decarboxylase [Arabidopsis thaliana] 
164047 

LIB3177-071-P1-K1-D12 

BLASTX 

g4741960 

593 

l.Oe-61 

131 

86 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
164048 

LIB3177-071-P1-K1-D2 

BLASTX 

gl363489 

825 

9.0e-89 
157 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_. {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164049 

LIB3177-071-P1-K1-D4 

BLASTN 

g2760167 

83 

7.0e-39 

99 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

164050 

LIB3177-071-P1-K1-D6 

BLASTN 

g4757394 

19 

2.0e-01 

74 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1904, complete sequence 

164051 

LIB3177-071-P1-K1-D7 

BLASTX 

gl710114 

245 

4.0e-21 

74 

74 

(U53865) PRH26 [Arabidopsis thaliana] 
164052 

LIB3177-071-P1-K1-D8 - 

BLASTX 

gl32074 

51 

l.Oe-64 

121 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164053 

LIB3177-071-P1-K1-D9 

BLASTX 

gl'871199 

240 

3.0e-20 
127 



21932 



% identity 
. NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

(091318) pM5 (3' partial) [Homo sapiens] 
164054 

LIB3177-071-P1-K1-E1 

BLASTX 

g2924792 

502 

7,0e-51 

120 

82 

(AC002334) similar to synaptobrevin [Arabidopsis thaliana] 
164055 

LIB3177-071-P1-K1-E10 

BLASTX 

gll5783 

589 

4.0e-61 

114 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
.(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

164056 

LIB3177-071-P1-K1-E11 

BLASTN 

g4220636 

235 

l.Oe-129 

474 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB16, complete sequence [Arabidopsis thaliana] 

164057 

LIB3177-071-P1-K1-E12 

BLASTX 

g3914740 

443 

3.0e-44 

95 
92 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA18941_ 
(D78495) ribosomal protein [Brassica rapa] 

164058 

LIB3177-071-P1-K1-E2 

BLASTX 

gl32074 

58 

2.0e-70 

136 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 



21933 



Seq, No.. 

Seq, ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI' 
BLAST score 
E value 



(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164059 

LIB3177-071-P1-K1-E3 

BLASTN 

g3169169 

103 

l.Oe-50 

473 

97 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164060 

LIB3177-071-P1-K1-E5 

BLASTX 

gl709825 

719 

2.0e-76 

151 

96 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

164061 

LIB3177-071-P1-K1-E6 

BLASTX 

gl345681 

96 

8.0e-40 

106 

72 

CATALASE ISOZYME 3 >gi_8624 56_dbj_BAA09508_ (D55647) 
catalase [Cucurbita pepo] 

164062 

LIB3177-071-P1-K1-E7 

BLASTX 

g548355 

418 

4 .Oe-48 

139 

73 

NITRATE REDUCTASE 1 (NRl) >gi_486751_pir S35228 nitrate 

reductase (NADH) (EC 1.6.6.1) 1 - Arabidopsis thaliana 
>gi_22757_emb_CAA7 94 94_ (Z19050) nitrate reductase 

[Arabidopsis thaliana] >gi_4 4 8286_prf 1916406A nitrate 

reductase [Arabidopsis thaliana] 

164063 

LIB3177-071-P1-K1-E8 

BLASTX 

g462174 

54 

7.0e-25 



21934 



Match length 

% identity 

NCBI Description 



95 
69 

GERANYLGERANYL PYROPHOSPHATE SYNTHETASE PRECURSOR (GGPP 
SYNTHETASE) ( DIMETHYLALLYLTRANSFERASE / 
GERANYLTRANSTRANSFERASE / FARNESYLTRANS TRANSFERASE 

13730 {L25813) geranylgeranyl pyrophosphate synthase 
[Arabidopsis thaliana] 



O C • LN U • 


1 C^AC\CiA 
X Dfl U D4 




liXDOX / / -U / x-r i— Ki-Ey 


Method 


RT aQTY 


NCBI GI 


y4 DOUZXZ 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


106 




4 X 




(Ai; 114 1/1) nypotnetical protein [Sorghum bicolor] 


O C VJ ■ LN • 


X Dfl U DO 


Qo/T T n 
ocCJ. Xu 
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LTie LliOQ 
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E value 


l.Oe-144 


Match length 


450 


o J. vUt^il L X L. y 


lUU 


MPRT nocr'r-T r^^- -i r\-r\ 

iN^Dx ucocnpLion 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MSJl, complete sequence [Arabidopsis thaliana] 


oeq . iNo . 


1 d4 U dd 




LlBol / /-U /1-Pl-Kl-FlO 




dIjAo 1a 


NCBI GT 




BLAST score 


190 


E value 


3,0e-14 




o y 


o XUdlL-XUy 


O / 


iN^-'Dx L/cocx xptxon 


tACUU^t>Jt)} hypothetical protein [Arabidopsis thali; 




1 Dfl ud / 


OtrLJ . XL/ 


111 DO 1 / /-U / 1-P1-K1-F12 




RT a QTM 
OXi/io 1 IN 


NCBI GI 


g217842 


BLAST score 


33 


E value 


7.0e-09 


Match length 


61 


% identity 


89 


NCBI Description 


A. thaliana mRNA for protein kinase 


Seq. No. 


164068 


Seq. ID 


LIB3177-071-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4587525 


BLAST score 


347 


E value 


l.Oe-32 . 


Match length 


145 


% identity 


48 



clone : 



21935 



NCBI Description (AC007060) Contains the PF_00650 CRAL/TRIO 

phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliaha] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164069 

LIB3177-071-P1-K1-F4 

BLASTX 

g3273743 

616 

3.0e-64 

118 

99 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 {AC005499) unknown protein 
[Arabidopsis thaliana] 



O q . LN o . 


1 u / u 


beq. ID 


LIB3177-071-P1-K1-F5 


Metnod 


BLASTX 




g44ooioo 


DLtJt\o 1 score 


lie 
1 1 D 


E value 


9.0e-31 - 


Match length 


123 


% identity 


60 


NCBI Description 


(AL035521) putative protein [Arabidopsis 


Seq. No. 


164071 


Seq. -ID 


LIB3177-071-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g4337026 


BLAST score 


73 


E value 


6.0e-33 


Match length 


161 


% identity 


88 


NCBI Description 


Arabidopsis thaliana MFP2 mRNA, complete i 


Seq. No. 


164072 


Seq. ID 


LIB3177-071-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2618723 


BLAST score 


294 


E value 


l.Oe-26 


Match length 


69 


% identity 


86 


NCBI Description 


(U4 9073) IAA17 [Arabidopsis thaliana] >gi 



(AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 
>gi_4389514_gb_AAB70451_ (AC000104) Identical to 
Arabidopsis gb_AF040632 and gb_U49073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F14074 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164073 

LIB3177-071-P1-K1-F8 

BLASTX 

g3688799 

225 



21936 



E value 
Match length 
% identity 
NCBI Description 



5.0e-19 

60 

80 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 
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72 


% identity 


96 


NCBI Description 


Nicotiana acuminata chloroplast 




X Oft U / 0 


oeg. xu 
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LYie unoa 
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147 


% identity 


99 


NCBI Description 


(AL035394) putative major latex 




thaliana] 


Seq, No. 


164076 


Seq, - ID 


LIB3177-071-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g464707 


BLAST score 


556 


E value 


3.0e-57 


Match length 


110 


% identity 


99 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



403 RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein SIS. A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ {Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
SIS ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb__Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647,l_ {AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

164077 

LIB3177-071-P1-K1-G11 

BLASTX 

g3885511 

396 

l.Oe-38 



21937 
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Method 


BLASTX 


NCBI GI 


g4490331 
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X o 4 u f y 


• J. L/ 
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Method 


BLASTX 


NCBI GI 


g3510254 


OlxnO 1 oOvJXc 


O CO 


E value 


J . ue o J 


Match length 


1 
X 


TB xaent,xuy 


R R 

o o 


iNUhsx uescrxpuxon 


{AC005310) putative zinc transporter [Arabidopsis thaliana] 
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NCBI GI 


gl749676 


BLAST score 


222 


E value 


A no— 1 R 
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Match length 


xzx 


% identity 
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EMBL Accession Number Z72990 [Schizosaccharomyces pombe] 


D t; ^ . LN U . 


X D*l U O X 


Seq. ID 
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A 4~ V\ /^/^ 
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BLAST score 
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E value 


2.0e-39 
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->gi xyxDoou \uyzDUfi; rox— ri suDunic [orassica rapaj 




1 fid 0ft9 


Seq. ID 


LTB3177-071-P1-K1-G7 

XjXO«JXf/ \.//X tX t\x o/ 


Mpt hod 


BLASTX 


NCBI GI 


g3914940 


BLAST score 


125 


E value 


4.0e-09 


Match length 


70 


% identity 


56 


NCBI Description 


SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 
>gi_2529376 {L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 

164083 

LIB3177-071-P1-K1-G8 

BLASTN 

g3402745 

185 

l.Oe-100 

305 

96 

Arabidopsis thaliana DNA chromosome 4, BAG clone F18E5 
(ESSAII project) 

164084 

LIB3177-071-P1-K1-H1 

BLASTX 

g2583108 

498 

2.0e-50 

132 

78 

(AC002387) putative surface protein [Arabidopsis thaliana] 
164085 

LIB3177-071-P1-K1-H10 

BLASTX 

gl805652 

717 

4.0e-76 

140 

100 

(X98 927) thylakoid-bound ascorbate peroxidase [Arabidopsis 
thaliana] 

164086 

LIB3177-071-P1-K1-H11 

BLASTX 

gl071913 

353 

2.0e-33 

134 

61 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

164087 

LIB3177-071-P1-K1-H12 

BLASTX 

g421826 

655 

8.0e-69 

147 

83 

chlorophyll a/b-binding protein CP29 



Arabidopsis thaliana 
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>gi_298036_emb__CAA50712__ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 


164088 


Seq. ID 


LIB3177-071-P1-K1-H2 


Lie L-llvi'^-^ 


BLASTN 


MPRT r;T 


nA 4 '^^ft 47 


DLiriO i oCUXc 


1 QQ 

X ^ ^ 


ill vdXUt; 


X . U C X L/ O 


rjaucn xengLn 


O J X 






MPRT Dfi csr"?" 1 ot* "i on 

LNV^OX L/C O Oi. U X Wii 


AT*;^hi Hoo«? "hhslianA r'h Tomosotrif^ T T RAP R1 "^Rl S rr^nomi o 

i^X aikJ XUWJ^O XO L^llClXXClllCl \JHl\J O X X LJ^V<^ I.X<^OXJ 3^ 1 1 WlllX o 




oc^Lidioc/ ouiLi^xcLtr ocLj^LiciiOc 1, AX cti^xu.v'^o X o unci X Xdild J 




16408Q 

X VJ *a U O J 


Seq. ID 


LIB3177-071-P1-K1-H4 


Method 


BLASTX 


LN £j X OX 


a2160158 


RT ZiQT corM^o 
Dixfio 1 oCUxc 


S^4 

J o *1 


E value 


X . Uc DH 


lYiaT-cn xengun 


X u o 


^ luenuxuy 


QQ 


wudi uescrxpt.xon 


\H\^\j\j\j } oxiuxxax to exonyatxon xacuor x gainnia 




{ nhi PFl YTJ'MT R9Tq rrh T9nSf>4 rrH T4'=iQ4n rrK TCiA^Ol m 
vyj>J CjExo A.1L1LN Xtn CjOIo i^u«ju4/gx> i'io274vj^yx/ lu^^^ic/ 




"Fkotti "hViiQ rrono FATaloi Hooq ■iQ't'halianal 

X X Uill L-liXO UC^llC. |_ n.X Cli_/ X LJ 0 X 0 L- ilO X XClilCL J 


Seq. No. 


164090 


Seq. ID 


LIB3177-071-P1-K1-H5 




OXtnO 1 IN 


Vi\^D± oX 


n^OA fift 4 7 

gjuftoofi / 


DLlHO i scoxe 


X 0 ^ 


tit VdX Lie 




iYiaL-cn xeiiyuii 


X DU 


ft T ^ "t" T "H 1 7 

^ xaent-XLy 


QQ 


MPRT Ho Q T* "i r^1~ T on 


A T"a 1^ 1 HooQ 1Q I'halianA rron OTTi i 0 HMA r^Y^ t^ottio c omo R TAP r*'[ t 

r^X Cli^XUW^O X 0 U iidX X ClilCt ydlWlLlXV_> UVin-f \^iiI-\^lii\J^\Jlll^ ^ f lr\\^ ^.'Xl 




T 1 .TQ ooTno 1 ol" 0 0 001 lonoo fAT'aV^T/HoTvG"! a "FHal ■? anal 
rvxxu^/ OUiii^xcrut? ocv^Ut^iiOc [nx auxuf ^0 X 0 LildX Xctlld J 


Seq. No. 


164091 


Qc^n Tn 


T.TR^l 77-071 - PI -K^ -Hfi 
j-ixojx / / u / X £^ X ivx nu 


rje tnoa 


RT A<^TY 


MPRT f^T 

INk^DX OX 


rr474 1 QS9 


RT ZiQT* cr'OT'o 


SQ4 


Hi VciXU.c 




rio, ucn xeilyUil 


117 

XX/ 


o xuc?ii u X L, 


73 


MPRT r^ocr^T'T r~\i~ i on 
lV^OX L/rr o ox -L^ L. J- Wil 


^AR1'^419fi^ T.hoh"^ or-o-ho-in f A-rahn Hooq i e5 -J-hal-ianal 
\r\L j-iiioij^ ^x^ucxii i^rix diJXLiLjj|Jo X 0 UlidXXdlldJ 


Seq. No. 


164092 


Seq. ID 


LIB3177-071-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g4544435 


BLAST score 


139 


E value 


4.0e-72 


.'.Match length 


436 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAG F14M13 genomic 




sequence, complete sequence 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164093 

LIB3177-071-P1-K1-H8 

BLASTX 

gl418990 

575 

2%0e-59 

155 

68 

(Z7 5524) unknown .[Lycopersicon esculentum] 
164094 

LIB3177-071-P1-K1-H9 

BLASTN 

g2246620 

33 

3.0e-09 

45 

93 

Arabidopsis thaliana salt-stress induced tonoplast 
intrinsic protein mRNA, complete cds 

164095 

LIB3177-072-P1-K1-A1 

BLASTX 

g2739371 

541 

2.0e-55 

110 

95 

(AC002505) unknown protein [Arabidopsis thaliana] 
164096 

LIB3177-072-P1-K1-A10 

BLASTX 

gl703227 

229 

7.0e-19 

60 

72 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC--PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC- -ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_629770_pir S42535 alanine transaminase (EC 

2.6.1.2) - barley >gi_4 6914 8_emb_CAA81231_ (Z26322) alanine 
aminotransferase [Hordeum vulgare] 

164097 

LIB3177-d72-Pl-Kl-All 

BLASTN 

g3212846 

142 

6.0e-74 

414 

100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



21941 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164098 

LIB3177-072-P1-K1-A12 

BLASTX 

g4455322 

221 

6.0e-18 

43 

100 

(AL035525) putative protein kinase [Arabidopsis thaliana] 
164099 

LIB3177-072-P1-K1-A2 

BLASTX 

g3286693 

703 

2.0e-74 

139 

100 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score , 

E value 

Match length 

% identity 

NCBI Description 



164100 

LIB3177-072-P1-K1-A4 

BLASTX 

g4467134 

83 

2.0e-46 

96 

99 

(AL035540) protein kinase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164101 

LIB3177-072-P1-K1-A5 

BLASTN 

g4757409 

278 

l.Oe-155 

4 62 • 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164102 

LIB3177-072-P1-K1-A6 

BLASTX 

g4567232 

342 

4.0e-32 

72 

96 

{AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



164103 

LIB3177-072-P1-K1-A7 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g4406780 
519 

5.0e-53 

111 

84 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

164104 

LIB3177-072-P1-K1-A8 

BLASTX 

g282865 

647 

6.0e-68 

129 

71 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095. 1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164105 

LIB3177-072-P1-K1-A9 

BLASTX 

g3746065 

426 

4.0e-42 

126 

63 

(AC005311) putative lipase [Arabidopsis thaliana] 
164106 

LIB3177-072-P1-K1-B1 

BLASTX 

g3914740 

418 

4.0e-41 

109 

77 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA18941_ 
(D784 95) ribosomal protein [Brassica rapa] ~ 

164107 

LIB3177-072-P1-K1-B10 

BLASTX 

g2062164 

504 

4.0e-51 

94 

59 

'(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

164108 

LIB3177-072-P1-K1-B11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

gl200205 

461 

4.0e-46 

98 

88 

(X95753) DAG [Antirrhinum majus] 
164109 

LIB3177-072-P1-K1-B12 

BLASTX 

g3915023 

513 

3.0e-52 

134 

75 

SUCROSE-PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 1) 
>gi_2588888_dbj_BAA23213_ (AB005023) sucrose-phosphate 
synthase [Citrus unshiu] 

164110 

LIB3177-072-P1-K1-B2 

BLASTX 

g3367536 

412 

2.0e-40 

100 

88 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04 695 comes from this gene. 
[Arabidopsis thaliana] 

164111 

LIB3177-072-P1-K1-B4 

BLASTX 

g4406775 

270 

l.Oe-23 

119 

42 

{AC006836) unknown protein [Arabidopsis thaliana] 
164112 

LIB3177-072-P1-K1-B5 

BLASTX 

g4406804 

221 

5.0e-18 

50 

84 

(AC006304) proline iminopeptidase [Arabidopsis thaliana] 
164113 

LIB3177-072-P1-K1-B6 
BLASTX 



21944 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl66867 
697 

9.0e-74 

151 

89 

(J05216) ribosomal prdtein Sll {probable start codon at bp 
67) [Arabidopsis thaliana] 





1 fi4 114 
X Ofi X J. 4 




TTn'^1'7'7 mo m v\ m 
LtXtSOl f 1 —\j / — fx — Kl— b/ 


L ie L. 1 Ik^U 


RT ZIQTY 
OXino i A 


IN ^ D J. O J. 


rr9 1 "7 
y^JZZflX / 


BLAST score 


153 


E value 


3.0e-10 


Match length 


29 




1 no 

X U VJ 




lHruioyo4; aipna— tuDuxin 


Con Mr* 


X D 4 X X O 


Qarr T Pi 

oeq . 1 U 


IilDJi / /-U /z-rl— Ki-Bo 


Memoa 




IXV^OX ox 


rtAO 1 P 1 n Q 


RT.AST cirriTP 

I— ' Uxiiw) i. oOvJXC 


X u o 


E value 


2.0e-88 


Match length 


220 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSAII project) 


Seq. No. 


164116 


Seq. ID 


LIB3177-072-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3153207 


BLAST score 


531 


E value 


3.0e-54 


Match length 


129 


% identity 


82 



F16A16 



NCBI Description (AF001949) ATHB-12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164117 

LIB3177-072-P1-K1-C1 

BLASTX 

gl419090 

279 

9.0e-25 

108 

53 

(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

164118 

LIB3177-072-P1-K1-C10 

BLASTX 

g4583542 

608 

3.0e-63 
151 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



85 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
(Arabidopsis thaliana] 



164119 

LIB3177-072-P1-K1-C11 

BLASTX 

gl076289 

731 

9.0e-78 

138 

98 

amino acid permease AAP5 
>gi_608673_emb_CAA54 632_ 
[Arabidopsis thaliana] 



- Arabidopsis thaliana 
(X77501) amino acid permease 



164120 

LIB3177-072-P1-K1-C12 

BLASTX 

g2983755 

279 

9.0e-25 

86 

60 

(AE000735) ATP-dependent Clp protease proteolytic subunit 
[Aquifex aeolicus] 

164121 

LIB3177-072-P1-K1-C3 

BLASTX 

g4754913 

313 

l.Oe-52 

140 

74 

(AF132854) 
hirsutum] 



carbonic anhydrase isoform 1 [Gossypium 



164122 

LIB3177-072-P1-K1-C4 

BLASTX 

g3286693 

657 

4,0e-69 

131 

100 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

164123 

LIB3177-072-P1-K1-C6 

BLASTX 

g4741960 

552 

9.0e-57 

126 

63 
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NCBI Description 



{AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 


164124 


Seq. ID * * 


LIB3177-072-P1-K1-C7 




RT 2i QTY 
DJ_lHO X a 






DLu\o I score 


Q 9 1 
O c. O 


E value 


4t . ue o o 


nA ^ ^ ^ K\ f ^ ^ r\ 

LYiaLcn ienyun 




% identity 


Q Q 








1 fi4 1 9S 

J. U *i J. 4^ 


Seq. ID 


LIB3177-072-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl66834 


BLAST score 


155 


E value 


4.0e-30 


Match length 


69 


% identity 


100 


NCBI Description 


(M86720) ribulose bi; 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

164126 

LIB3177-072-P1-K1-C9 

BLASTX 

gl351272 

202 

2.0e-16 

39 

97 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_74 2408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164127 

LIB3177-072-P1-K1-D1 

BLASTX 

g4490725 

787 

3.0e-84 

150 

100 

(AL035709) endo-xyloglucan transf erase-like protein 
[Arabidopsis thaliana] 

164128 

LIB3177-072-P1-K1-D10 

BLASTX 

gl40285 

207 

3.0e-16 

42 

95 

HYPOTHETICAL 19 KD PROTEIN (ORF 168.) 
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>gi_2 9242 63_einb_CAA7 7 4 1 5_ 
tabacuin] 



(Z00044) Ycf3 protein [Nicotiana 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method . 

NCBI GI 

BLAST ■ score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164129 

LIB3177-072-P1-K1-D11 

BLASTX ' 

g2341034 

455 

2.0e-45 

86 

100 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
164130 

LIB3177-072-P1-K1-D12 

BLASTN 

g3985954 

398 

O.Oe+00 

456 

98 

Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 
MRG21, complete sequence [Arabidopsis thaliana] 



164131* 

LIB3177-072-P1-K1-D2 

BLASTN 

g3510343 

443 

O.Oe+00 

454 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



164132 

LIB3177-072-P1-K1-D3 

BLASTX 

g4587526 

242 

2.0e-20 

130 

38 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb__AC004238. ESTs gb_F19886, gb_Z30784 and gb_Z30785 come 
from this gene 

164133 

LIB3177-072-P1-K1-D4 

BLASTN 

g2924505 

142 

5.0e-74 

240 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
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(ESSAII project) 





1 Dfi X J ft 


Seq. ID 
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MUoi uescription 


Arabidopsis thaliana DNA chromosome 4, ESSA I cont 




fragment No 




1 fid T "^R 


Seq. ID 


LIB3177-072-P1-K1-D6 


Method 


BLASTX 




g 14 4 


Dijiib i score 


O JO 


E value 


0 . Ue- Jo 


Match length 


11/1 
114 


« laentiuy 


o 
DO 


NCBI Description 


Gl/S-SPECIFIC CYCLIN C-TYPE >gi 1695698 dbj BAA1311 




{Dob925X C-type cyclm [Oryza sativa] 


O C • LN . 


1 O ft X O D 


Seq. ID 


LIB3177-072-P1-K1-D7 


Method 


BLASTN 




gzzD4ol5 


oij/ibi score 




E value 


1 . Oe-lOy 


Match length 


O T Q 


? Identity 


ft T 

97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MRN17, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164137 


Seq. ID 


LIB3177-072-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3402676 


BLAST score 


148 


E value 


2.0e-34 


Match length 


91 


% identity 


44 



clone: 



NCBI Description 



(AC004 697) putative myrosinase-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



164138 

LIB3177-072-P1-K1-D9 

BLASTX 

g4741952 

723 

8.0e-77 

134 

77 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
164139 



21949 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-072-P1-K1-E10 

BLASTX 

g461550 

154 

2.0e-10 

63 

60 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

164140 

LIB3177-072-P1-K1-E11 

BLASTX 

g4006827 

231 

4.0e-19 

145 

41 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
164141 

LIB3177-072-P1-K1-E2 

BLASTX 

g3687228 

638 

8.0e-67 

145 

87 

(AC005169) putative malate dehydrogenase [Arabidopsis 
thaliana] 

164142 

LIB3177-072-P1-K1-E3 

BLASTN 

g4220644 

154 

4.0e-81 

415 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8, complete sequence [Arabidopsis thaliana] 

164143 

LIB3177-072-P1-K1-E4 

BLASTN 

g4733968 

33 

3.0e-09 

227 

92 

Arabidopsis thaliana chromosome. II 
sequence, complete sequence 



BAC F12P23 genomic 



Seq. No. 



164144 



21950 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3177-072-P1-K1-E5 

BLASTX 

g2738248 

711 

2.0e-75 

151 

91 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

164145 

LIB3177-072-P1-K1-E6 

BLASTN 

g3702724 

42 

2.0e-14 

128 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17N15, complete sequence [Arabidopsis thaliana] 

164146 

LIB3177-072-P1-K1-E7 

BLASTX 

gl363489 

74 6 *' 

l.Oe-79 

140 

97 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164147 

LIB3177-072-P1-K1-E8 

BLASTX 

gl32792 

506 

2.0e-51 

130 

75 

CHLOROPLAST 503 RIBOSOMAL PROTEIN L22 >gi_34 3153 (M60953) 
ribosomal protein CL22 [Pelargonium hortorum] 

164148 

LIB3177-072-P1-K1-E9 

BLASTX 

g4741952 

415 

8.0e-41 

81 

95 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
164149 

LIB3177-072-P1-K1-F1 
BLASTN 



21951 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2828182 
335 

O.Oe+00 
335 

100 . ' 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0J9/ complete sequence [Arabidopsis thaliana] 



PI clone: 



164150 

LIB3177-072-P1-K1-F10 

BLASTN 

g2182286 

401 

0. 0e+00 
409 
100 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

164151 

LIB3177-072-P1-K1-F11 

BLASTX 

gll69867 

162 

5.0e-ll 

123 
13 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_881422 (U27537) G beta like protein 
[Dictyostelium discoideum] 

164152 

LIB3177-072-P1-K1-F12 

BLASTX 

gll5767 

732 

7.0e-78 

139 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164153 

LIB3177-072-P1-K1-F2 

BLASTX 

g2129640 

748 

l.Oe-79 

144 

100 

magnesium chelatase chain 
>gi_1154 627_emb_CAA92802_ 



- Arabidopsis thaliana 
{Z68495) magnesium chelatase 



21952 



subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164154 

LIB3177-072-P1-K1-F3 

BLASTX 

g2880051 

348 

8.0e-33 

101 

71 

(AC002340) putative protein kinase [Arabidopsis thaliana] 
164155 

LIB3177-072-P1-K1-F4 

BLASTX 

g2494275 

222 

4 .Oe-18 

66 

62 

ELONGATION FACTOR P (EF-P) >gi_1399829 {U59235) elongation 
factor P [Synechococcus PCC7942] 

164156 

LIB3177-072-P1-K1-F5 

BLASTX 

g4689366 

146 

3.0e-09 

60 

45 

(AF134155) RING finger protein [Arabidopsis thaliana] 
164157 

LIB3177-072-P1-K1-F6 

BLASTX 

g3269287 

286 

7,0e-26 

95 

61 

(AL030978) GH3 like protein [Arabidopsis thaliana] 
164158 

LIB3177-072-P1-K1-F7 

BLASTX 

g2832623 

640 

4.0e-67 

125 

98 

(AL021711) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



164159 

LIB3177-072-P1-K1-F8 
BLASTX 



21953 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g417103 
441 

5.0e-44 

89 

99 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_einb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_48B563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_14 35157_eiTib_CAA58445_ {X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 {AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_einb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

164160 

LIB3177-072-P1-K1-F9 

BLASTX 

g4581146 

471 

l.Oe-59 

135 

91 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

164161 

LIB3177-072-P1-K1-G1 

BLASTX 

g2281631 

646 

9.0e-68 

134 

91 

(AF003096) AP2 domain containing protein RAP2,3 
[Arabidopsis thaliana] 

164162 

LIB3177-072-P1-K1-G10 

BLASTX 

g2119846 

657 

3.0e-69 

124 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 ~ 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 



21954 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 



photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164163 . 

LIB3177-072-P1-K1-G11 

BLASTX 

gl363489 

689 

8.0e-73 

126 

100 

thioglucosidase {EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164164 

LIB3177-072-P1-K1-G12 

BLASTX 

g3047082 

262 

6.0e-23 

48 

94 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
. Match length 
% identity 
NCBI Description 



164165 

LIB3177-072-P1-K1-G2 

BLASTX 

g480450 

440 

l.Oe-43 ■ 

100 

89 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi_402552_emb_CAA4 9506_ 



1.1.86) 
{X69880) 



■ Arabidopsis 
ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164166 

LIB3177-072-P1-K1-G3 

BLASTX 

g4115387 

605 

5.0e-63 

148 

82 

(AC005967) putative NADP-dependent 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164167 

LIB3177-072-P1-K1-G4 

BLASTX 

gl480078 



21955 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



631 

5.0e-66 

126 

98 

(X99696) shaggy-like protein kinase iota [Arabidopsis 
thaliana] >gi_2444277_gb_AAB71545 . 1^ (AF019927) 
GSK3/shaggy-like protein kinase [Arabidopsis thaliana] 

164168 

LIB3177-072-P1-K1-G5 

BLASTX 

g2435511 

506 

2.0e-51 

126 

82 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 

164169 

LIB3177-072-P1-K1-G6 

BLASTN 

g4469002 

190 

l.Oe-102 

459 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T29A15 
(ESSA project) 

164170 

LIB3177-072-P1-K1-G7 

BLASTX 

g3212877 

488 

3.0e-49 

114 

86 

(AC004005) Lea-like protein [Arabidopsis thaliana] 
164171 

LIB3177-072-P1-K1-G8 

BLASTX 

g531829 

155 

2.0e-10 
78 ' 
47 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



164172 

LIB3177-072-P1-K1-G9 

BLASTX 

gll5767 

736 

2.0e-78 



21956 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164173 

LIB3177-072-P1-K1-H1 

BLASTX 

g4741952 

239 

9.0e-66 

136 

69 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
164174 

LIB3177-072-P1-K1-H10 

BLASTX 

g2119846 

739 

i;0e-78 

141 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


164175 


Seq. ID 


LIB3177-072-P1-K1-H11 


Method 


BLASTX 


NCBI GI ■' 


g2809255 


BLAST score 


759 


E value 


5.0e-81 


Match length 


133 


% identity 


100 


NCBI Description 


(AC002560) F21B7.24 [Arabidopsis thaliana] 


Seq. No. 


164176 


Seq. ID 


LIB3177-072-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


687 


E value 


2.0e-72 


Match length 


143 


% identity 


96 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE 



I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 



21957 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 

>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164177 

LIB3177-072-P1-K1-H2 

BLASTX 

gll9350 

237 

3.0e-63 

133 

97 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase {EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ {X58107) enolase 

[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

164178 

LIB3177-072-P1-K1-H3 

BLASTX 

g515616 

190 

6.0e-68 

132 

91 

(X61608) LHC II Type III chlorophyll a Vb binding protein 
[Brassica napus] 

164179 

LIB3177-072-P1-K1-H4 

BLASTX 

gll70939 

596 

6.0e-62 

139 

84 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S4 6540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164180 

LIB3177-072-P1-K1-H5 

BLASTX 

gl755156 

619 

l.Oe-64 

136 

90 

(U75189) germin-like protein [Arabidopsis thaliana] 



21958 



>gi_1755158 (U75190) germin-like protein [Arabidopsis 
thaliana] >gi_1755170 (U75196) germin-like protein 
[Arabidopsis thaliana] >gi_1755172 (U75197) germin-like 
protein [Arabidopsis thaliana] >gi_1755180 (U75201) 
germin-like protein [Arabidopsis thaliana] >gi_1755190 
(U75206) germin-like protein [Arabidopsis thaliana] 
>gi_1934728 (U95035) germin-like protein [Arabidopsis 
thaliana] >gi_4154285 (AF090733) germin-like protein 1 
[Arabidopsis thaliana] >gi_4 666248__dbj_BAA77207 . 1_ {D89055) 
germin-like protein precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164181 

LIB3177-072-P1-K1-H6 

BLASTN 

g2191157 

272 

l.Oe-151 

442 

97 

Arabidopsis thaliana BAG IG002P16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164182 

LIB3177-072-P1-K1-H7 

BLASTX 

gl362078 

455 

2.0e-45 

113 

74 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXGl) 
- common nasturtium >gi_311835_emb_CAA48324_ (X68254) 
cellulase [Tropaeolum majus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164183 

LIB3177-072-P1-K1-H9 

BLASTX 

g4741960 

543 

l,0e-55 

122 

85 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164184 

LIB3177-073-P1-K1-A1 

BLASTX 

g4193320 

420 

3.0e-41 

121 

69 

{AF045473) histone deacetylase 



[Zea mays] 



Seq. No. 164185 

Seq. ID LIB3177-073-P1-K1-A11 

Method BLASTX 

NCBI GI g4567267 



21959 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



361 

2.0e-34 

66 

100 

(AC006841) putative zinc finger protein [Arabidopsis 
thaliana] 

164186 

LIB3177-073-P1-K1-A12 

BLASTX 

gll68607 

452 

5.0e-67 

131 

98 

AUXIN-INDUCED PROTEIN AUX2-11 >gi_16197_emb_CAA37526_ 
(X53435) Aux2-ll protein [Arabidopsis thaliana] >gi_454285 
(L154 50) auxin-responsive protein [Arabidopsis thaliana] 

164187 

LIB3177-073-P1-K1-A2 

BLASTX 

g4585935 

726 

4.0e-77 

138 

99 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4 74194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

164188 

LIB3177-073-P1-K1-A3 

BLASTX 

g4566614 

181 

l.Oe-13 

49 

71 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 

164189 

LIB3177-073-P1-K1-A4 

BLASTX 

g2499973 

226 

l.Oe-18 

105 

52 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
>gi_14 65366_emb_CAA66701_ (X98078) .photosystem II 
[Arabidopsis thaliana] 

164190 

LIB3177-073-P1-K1-A5 
BLASTX 



21960 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^ 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID <v 
Method 
NCBI GI 
BLAST score 



g4376158 
449 

6.0e-45 

107 

88 

(X98873) aspartate kinase [Arabidopsis thaliana] 
164191 

LIB3177-073-P1-K1-A6 

BLASTX 

g4127456 

440 

9.0e-44 

97 

62 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
164192 

LIB3177-073-P1-K1-A7 

BLASTX 

gl36251 

778 

3.0e-83 

151 

99 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 PRECURSOR 

>gi_99767_pir A31393 tryptophan synthase .(EC 4.2.1.20) ^ 

beta chain - Arabidopsis thaliana >gi_166892 (M23872) 
tryptophan synthase beta subunit [Arabidopsis thaliana] 

164193 

LIB3177-073-P1-K1-A8 

BLASTN 

g3985952 

445 

O.Oe+00 

469 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MRC8, complete sequence [Arabidopsis thaliana] 

164194 

LIB3177-073-P1-K1-B1 

BLASTN 

g4406776 

351 

O.Oe+00 
4 62 
98 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164195 

LIB3177-073-P1-K1-B10 

BLASTN 

g2618605 

36 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-ll 

119 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUKll, complete sequence [Arabidopsis thaliana] 

164196 

LIB3177-073-P1-K1-B11 

BLASTX 

g4049349 

508 

l.Oe-51 

122 

86 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

164197 

LIB3177-073-P1-K1-B12 

BLASTX 

g4646206 

447 

3.0e-45 

110 

84 

(AC007230) Contains similarity to gb_D13630 KIAA0005 gene 
from Homo sapiens. ESTs gb_T45345, gb_T21086, gb_R90360, 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 
[Arabidopsis thaliana] 

164198 

LIB3177-073-P1-K1-B2 

BLASTX 

gl32090 

405 

8.0e-40 

80 

99 

RIBULOSE BISPHOSPHAT'E CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

164199 

LIB3177-073-P1-K1-B3 

BLASTX 

gll5783 

566 

2.0e-58 

109 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match -length 

% identity 

NCBI Description 



164200 

LIB3177-073-P1-K1-B4 

BLASTN 

.g2182287 

89- - - 

2.0e-42 

162 

95 

Genomic sequence for Arabidopsis thaliana BAG T7N9, 
complete sequence [Arabidopsis thaliana] 
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Match length 
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% identity 
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NCBI Description 


(ACUUJiUDj unicnown prote 
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Lype X/ pxaoina lueuiuirane 




(M24107) plasma membrane 




rnaxiana J 


Se*a No 


164203 


Seq. ID 


LIB3177-073-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4835244 


BLAST score 


505 


E value 


3.0e-51 


Match length 


145 


% identity 


68 


NCBI Description 


(AL049862) putative mitO( 




thaliana] 


Seq. No. 


164204 


Seq. ID 


LIB3177-073-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl208408 


BLAST score 


515 


E value 


2.0e-52 


Match length 


98 


% identity 


98 



Arabidopsis thaliana >gi_166746 



NCBI Description 



(D14824) nitrite reductase [Arabidopsis thaliana] 
>gi_2289780_dbj_BAA21672 (AB006032) nitrite reductase 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_4335728_gb_AAD17406_ (AC006248) 
nitrate reductase [Arabidopsis thaliana] 



[Arabidopsis thaliana] 
164205 

LIB3177-073-P1-K1-C3 

BLASTX 

gl363489 

281 

2.0e-25 

57 

93 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 


164206 


Seq. ID 


LIB3177-073-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4539460 


BLAST score 


173 


E value 


2 . Oe-12 


Match length 


110 


% identity 


4 


■NCBI Description 


(AL049500) putative protein [Arabidopsis thaliana] 


Seq. No. 


164207 


Seq. ID 


LIB3177-073-P1-K1-C6 


Method 


BLASTX 




g4o672D9 


BLAST score 


128 


E value 


6 . Oe-44 


Match length 


100 


% identity 




£ML,Di uescripcion 


(AC00t)«41) unknown protexn [Arabidopsis thaliana] 


Seq. No. 


164208 


Seq. ID 


LIB3177-073-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g2109292 


BLAST score 


240 


E value 


l.Oe-132 


Match length 


264 


% identity 


98 


NCBI Description 


Arabidopsis thaliana serine/threonine protein Icinase 




complete cds 


Seq. No. 


164209 


Seq. ID 


LIB3177-073-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


gl732569 


BLAST score 


75 


E value 


5.0e-34 


Match length 


154 


% identity 


87 


NCBI Description 


Arabidopsis thaliana beta-glucosidase (psr3.1) mRNA, 




complete cds 



mRNA, 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164210 

LIB3177-073-P1-K1-D1 

BLASTX 

g2306917 

467 

6.0e-47 

113 

82 

{AF003728) 
thaliana] 



plasma membrane intrinsic protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164211 

LIB3177-073-P1-K1-D10 

BLASTX 

g3335340 

385 

3.0e-37 

76 

84 

(AC004512) Strong similarity to xylglucan 
endo-transglycolsylase (TCH4) gene gb_U27609, first exon 
contains strong similarity to meri 5 gene gb_Z17 989 from A 
thaliana. EST gb__N37583 comes from this gene. [Arabidopsi 
thaliana] 

164212 

LIB3177-073-P1-K1-D11 

BLASTN 

g4757409 

116 

2.0e-58 

458 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 

164213 

LIB3177-073-P1-K1-D12 

BLASTX 

gl066163 

243 

l.Oe-20 

51 

92 

(X93015) glyoxysomal beta-ketoacyl-thiolase [Brassica 
napus] 

164214 

LIB3177-073-P1-K1-D2 

BLASTX 

gll9194 

449 

5.0e-45 

93- 
96 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 
>gi_81607_pir S09152 translation elongation factor Tu 
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precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_einb_CAA364 98_ (X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] 
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Seq. No. 


164216 


Seq. ID 


LIB3177-073-P1-K1-D5 
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>gi_1550735_emb_CAA66824_ 




thaliana] 


oeq. ino. 


lb4Zl / 


oeq. ID 


LIBj177-073-P1-K1-D6 


rue LilUU 


DT QQTY 




gZZ / 14 DO 


dLu\o i score 
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14 1 


E value 


4 . ue— u y 




o / 


% identity 


49 


NCBI Description 


(AF009563) 3-ketoacyl-CoA 


oeq, IN o . 
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NCBI Description 


Arabidopsis thaliana BAC ] 


Seq. No. 


164219 


Seq. ID 


LIB3177-073-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2827552 


BLAST score 


482 


E value 


8.0e-52 


Match length 


143 


% identity 


35 



NCBI Description {AL021635) predicted protein [Arabidopsis thaliana] 
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164220 

LIB3177-073-P1-K1-E1 

BLASTX 

g543841 

241 

2.0e-20 

69 

76 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
{M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 63074 7_gb_AAD26597 . 1_AC007236_2 {AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 



Seq. No. 


164221 


oeq. lU 


LIB^l / /-O /o-Pl-Kl-Ell 
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BLASTX 


NCBI GI 


COOT/" 

g3158376 
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(AFUJoJbo) unknown [Arabidopsis thaliana] 
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Seq. ID 


"LIB3177-073-P1-K1-E2 


Method 


BLASTX 


NCBI GI. 


g228210 


BLAST score 


449 


E value 


7.0e-45 


Match length 


109 


% identity 


78 


NCBI Description 


granule-bound starch synthase [Solanum tuberos 


Seq. No. 


164224 


Seq. ID 


LIB3177-073-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g2618603 


BLAST score 


247 


E value 


l.Oe-136 


Match length 


333 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5^ 




MSL3, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164225 

LIB3177-073-P1-K1-E5 

BLASTX 

gll72873 

48 

3.0e-29 

77 

87 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought -inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_4 35619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

164226 

LIB3177-073-P1-K1-E6 

BLASTX 

g4056502 

336 

l.Oe-31 

98 

73 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
164227 

LIB3177-073-P1-K1-E7 

BLASTX 

g4586256 

203 

7.0e-16 

58 

71 

(AL04 9640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 



164228 
LIB3177-073- 
BLASTX 
g2119848 
772 

l.Oe-82 

151 

97 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-E8 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ {X64459) 
II type I chlorophyll a /b binding protein 
thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164229 

LIB3177-073-P1-K1-E9 

BLASTX 

g404670 

193 

6.0e-15 
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1 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
76 

(L21154) phytochrome A [Arabidopsis thaliana] >gi_3482934 
(AC003970) phytochrome A [Arabidopsis thaliana] 

164230 

LIB3177-073-P1-K1-F1 

BLASTX 

gl32074 

699 

5.0e-74 

136 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164231 

LIB3177-073-P1-K1-F10 

BLASTN 

g3763944 

83 

5.0e:r39 

217 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 

164232 

LIB3177-073-P1-K1-F11 

BLASTX 

g3033375 

274 

3.0e-24 

134 

39 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164233 

LIB3177-073-P1-K1-F12 

BLASTX 

g3983125 

560 

l.Oe-57 

138 

80 

{AF097648 ) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

164234 

LIB3177-073-P1-K1-F2 

BLASTX 

gl363489 

708 

5.0e-75 
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Match length 

% identity 

NCBI Description 
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Seq.,v ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



130 
100 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_einb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164235 

LIB3177-073-P1-K1-F5 

BLASTN 

g4559375 

72 

2.0e-32 

178 

92 

Arabidopsis thaliana chromosome II BAC FllClO genomic 
sequence, complete sequence 

164236 

LIB3177-073-P1-K1-F6 

BLASTX 

gll5767 

345 

8.0e-33 

82 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
-protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164237 

LIB3177-073-P1-K1-F8 

BLASTN 

g2264321 

337 

O.Oe+00 

385 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 

164238 

LIB3177-073-P1-K1-F9 

BLASTX 

g2245093 

71 

4.0e-15 

52 

87 

(Z97343) membrane channel protein [Arabidopsis thaliana] 
164239 

LIB3177-073-P1-K1-G1 
BLASTX 



21970 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

N€BI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll7238 
447 

2.0e-44 

117 

78 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG- PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754_ {X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ {AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi_44 90290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 

164240 

LIB3177-073-P1-K1-G10 

BLASTX 

g2119846 

693 

2.0e-73 

134 

99 

chlorophyll 'a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164241 

LIB3177-073-P1-K1-G11 

BLASTN 

g3080430 

243 

l.Oe-134 

431 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T19P19 



Seq. No. 
Seq. ID 
Method 



164242 

LIB3177-073-P1-K1-G12 

BLASTN 

g3033373 

106 

l.Oe-52 

282 

85 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164243 

LIB3177-073-P1-K1-G2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 
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NCBI Description 



Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



gl32074 
618 

l.Oe-64 

112 

100 

RIBULOSE.. BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



164244 

LIB3177-073-P1-K1-G3 

BLASTX 

g3947448 

215 

3.0e-17 

141 

39 

(AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk4 99g5.5 comes from this 
[Caenorhabdi. . . >gi_3947543_emb_CAA88952_ 
yk301fl.5 comes from this gene; cDNA EST~ 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [Caenorhabditi 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z4 9127) cDNA EST 
yk475f6.3 comes 
from this gene;- 
cDNA EST yk4 99g5.5 



164245 

LIB3177-073-P1-K1-G4 

BLASTX 

gll5385 

236 

6.0e-20 

65 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164246 

LIB3177-073-P1-K1-G5 

BLASTX 

gll5767 

724 

6.0e-77 

139 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir A292B0 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP .AB 180) [Arabidopsis thaliana] 



Seq. No. 



164247 



21972 



Seq. ID 


LIB3177-073-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g3859658 


BLAST score 


459 


E Mei 1 13P 






*4 J ^ 






NPRT n«=» 1 r»i" "i on 


rti dJJXUU^o X 0 UlldX J.allci UlNri Cflx OmOSOIuc ft/ Drik^ C±One IxOXjX 




^PQQZiTT r^T*o-ioo^~^ 


Seq. No. 


164248 


Seq. ID 


T.TR'^1 77-07 ^- PI -Pfl -HR 

XiXOOX / / \J 1 ^ tX IxX VJO 


Method 


BLASTX 


NCBI GI 


gll69201 


BLAST score 


563 


E value 


5.0e-58 


Mstph 1 pnnth 


138 


9? THpn'l"i"t~\7 










^'yj. f^xoju jjxx 0 J 0 / u / ur\ixxz pxocem rt.raDxaopsiS 




Liiaxxana -^yx xddoz/d ^rjyofioD; UKixxz L A.raDiuopsxs Lnaxianaj 


0 C VJ • L 1 . 


X U Tt ^ T ^ 


Sea ID 


LIR^l 77-n7^-Pl -Kl 

•LJXU'w'Xr/V//^fXX\X\3^. 


Method 


BLASTN 


NCBI GI 


g3193282 


Oijrao 1 oOL^x^ 


P7 
0 / 


E vslue 


J . u e ft X 


a "t" 1 ^m/^'KjV^ 




« XUCilL-XL.^ 


Q4 


LNV^DX JJCot-X L XOn 


H.xaDxaopsxs unaxxana oau ix^ro 


Seer No 


164250 


Seq. ID 


T.TR'^1 77-07 ^-P1 -Kl -Hi 
xixDox// \j / J c J. rvx nx 


Method 


BLASTX 


NCBI GI 


gl66867 


BLAST score 


695 


J-j V dx Lie 






X ^ 


^ xtuci 1 L, X i_ y 


R Q 
0 -? 


LN^OX L/C? 0 WX X^ L. X Wll 


\uuj^xu/ X xijtjovjiiicix pxuLcxil oxx ^pxoxja.xjxe Start cooon au op 




u// ^■'^-'-Ol(-/po X 0 L.IlclXxaria.J 


Sea No 


164251 


Sea ID 


77-07"^- PT-K1 - Hi 0 
xixu<^x / f \j 1 ^ c^x i\x rixw 


Method 


BLASTX 


NCBI GI 


g82512 


BLAST score 


538 


E value 


3.0e-55 




109 

X VJ ^ 


% identity 


43 


NCBI Description 


ubiquitin precursor - rice (fragment) 




>gi_218189_dbj_BAA02241_ {D12776) poly-ubiquitin [Oryza 




sativa] 


Seq. No. 


164252 


Seq. ID 


LIB3177-073-P1-K1-H11 



21973 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g4115387 - 
500 

l.Oe-50 

98 

99 

(AC005967) putative NADP-dependent 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] 

164253 

LIB3177-073-P1-K1-H12 

BLASTX 

g2119846 

388 

l.Oe-37 

74 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90__ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164254 

LIB3177-073-P1-K1-H2 

BLASTX 

gl363489 

707 

6.0e-75 

152 

90 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164255 

LIB3177-073-P1-K1-H3 

BLASTX 

g417381 

438 

l.Oe-43 

89 

97 

NITRILASE 1 >gi_99738_pir ^S22398 nitrilase (EC 3.5.5.1) - 

Arabidopsis thaliana >gi_16400_emb_CAA4 5041_ (X63445) 
nitrilase I [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164256 

LIB3177-073-P1-K1-H4 

BLASTN . 

g555977 

318 

l.Oe-179 
346 



21974 ^ 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana metallothionein-like protein (AtMT-q) 
iTiRNA, complete cds 

164257 

LIB3177-073-P1-K1-H5 

BLASTX 

g4467359 

513 

3.0e-52 

109 

89 

(AJ002685) 
thaliana] 



Phosphatidylinositol 4-kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



164258 

LIB3177-073-P1-K1-H6 

BLASTN 

g4539448 

217 

l.Oe-118 

217 

100 

Arabidopsis thaliana DNA chromosome A, BAC clone 
(ESSA project) 



T5C23 



164259 

LIB3177-073 

BLASTX 

g2119848 

413 

2.0e-40 

116 

78 

chlorophyll 
Arabidopsis 
photosystem, 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-H7 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4 5789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 {AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



164260 

LIB3177-073-P1-K1-H9 

BLASTN 

g4469002 

293 

l.Oe-164 

464 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA prgject) 

164261 

LIB3177-074-P1-K1-A4 
BLASTN 



T29A15 



21975 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245073 
63 

4,0e-27 

185 

79 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

164262 

LIB3177-074-P1-K1-A5 

BLASTN 

g4097337 

188 

l.Oe-101 

235 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164263 

LIB3177-074-P1-K1-B12 

BLASTN 

gl020154 

157 

4 .Oe-83 

265 

89 

Arabidopsis thaliana clone myb6 DNA-binding protein mRNA, 
complete cds 

164264 

LIB3177-074-P1-K1-B6 

BLASTN 

gl6375 

41 

5.0e-14 

163 

78 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 

164265 

LIB3177-074-P1-K1-B7 

BLASTX 

g2623302 

586 

9.0e-61 

125 

92 

(AC002409) putative cysteine proteinase inhibitor 
[Arabidopsis thaliana] 

164266 

LIB3177-074-P1-K1-C11 

BLASTN 

g710625 

225 



21976 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



i:0e-123 

266 

95 

Arabidopsis thaliana itiRNA for ERD15 protein, complete cds 
164267 - 

LIB3177-074-P1-K1-C12 

BLASTN 

g3426033 

172 

6.0e-92 

344 

99 

Arabidopsis thaliana chromosome II BAG F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164268 

LIB3177-074-P1-K1-C4 

BLASTX 

g2760834 

694 

2.0e-73 

143 

95 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164269 

LIB3177-074-P1-K1-C6 

BLASTX 

g3201613 

375 

3.0e-36 

100 

77 

(AC004 669) glutathione S-transf erase 



[Arabidopsis thaliana] 



164270 

LIB3177-074-P1-K1-C7 

BLASTN 

g4165340 

184 

3.0e-99 

241 

96 

Arabidopsis thaliana chromosome I BAG F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164271 

LIB3177-074-P1-K1-D1 

BLASTX 

gl345595 

668 

2.0e-70 

150 

89 

14-3-3-LIKE PROTEIN GF14 LAMBDA {14-3-3-LIKE PROTEIN AFTl) 



21977 



>gi_1084332_pir S53727 14-3-3-like protein (ATFl) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like 
protein 1 [Arabidopsis thaliana] >gi_1549404 {U68545) GF14 
lambda [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164272 

LIB3177-074-P1-K1-D11 

BLASTN 

g3492855 

35 

l.Oe-10 

79 

84 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

164273 

LIB3177-074-P1-K1-D9 

BLASTX 

g4544419 

575 

2.0e-59 

146 

81 

(AC006955) unknown protein [Arabidopsis thaliana] 
164274 

LIB3177-074-P1-K1-E1 

BLASTX 

g3201613 

562 

6.0e-58 

108 

99 

(AC004 669) glutathione S-transf erase [Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164275 

LIB3177-074-P1-K1-E11 

BLASTX 

g2246621 

328 

5.0e-31 

78 

83 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164276 

LIB3177-074-P1-K1-E2 

BLASTX 

gll72977 

344 

l.Oe-32 

87 

82 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



21978 



Seq. No. 164277 

Seq. ID LIB3177- 

Method BLASTX 

NCBI GI g70753 

BLAST score * 375 

E value 3.0e-36 

Match length 79 

% identity 95 

NCBI Description histone 
wheat 



074-P1-K1-E5 



H3 - garden pea >gi__82610_pir S00373 histone H3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

'Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164278 

LIB3177-074-P1-K1-F11 

BLASTX 

g3212869 

266 

l.Oe-23 

65 

74 

(AC004005) unknown protein [Arabidopsis thaliana] 
164279 

LIB3177-074-P1-K1-F4 

BLASTX 

g4220514 

286 

7.0e-26 

80 

64 

(AL035356) putative protein [Arabidopsis thaliana] 
164280 

LIB3177-074-P1-K1-F5 

BLASTX 

g585536 

425 

5.0e-42 

92 

86 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

164281 

LIB3177-074-P1-K1-F6 

BLASTX 

g512400 

205 

2.0e-38 

130 

66 

(X74 947) annexin [Medicago sativa] 



Seq. No. 



164282 



21979 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-074-P1-K1-F7 

BLASTN 

g2351064 

368 

O.Oe+00 

432 

96 

Arabidopsis thaliana genomic DNA, chromosome 5/ 
MDJ22, complete sequence [Arabidopsis thaliana] 



PI clone: 



164283 

LIB3177-074-P1-K1-F8 

BLASTX 

g4559372 

652 

2.0e-68 

140 

87 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
>gi_4 64 6235_gb_AAD26898.1_AC007266_6 (AC007266) putative 
CONSTANS protein [Arabidopsis thaliana] 

164284 

LIB3177-074-P1-K1-F9 

BLASTN 

g4454004 

40 

2.0e-13 

155 

77 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 
(ESSAII project) 

164285 

LIB3177-Q74-P1-K1-G1 

BLASTX 

g2446981 

558 

l.Oe-57 

108 

99 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



164286 

LIB3177-074-P1-K1-G10 

BLASTN 

gl465365 

45 

2.0e-16 

104 

85 

A. thaliana mRNA for subunit T of photosystem II 
164287 

LIB3177-074-P1-K1-G12 



21980 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl20675 

387 

l.Oe-37 

97 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

164288 

LIB3177-074-P1-K1-G4 

BLASTX 

g4263525 

600 

2.0e-62 

139 

85 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

164289 

LIB3177-074-P1-K1-G8 

BLASTN 

g3461810 

54 

8.0e-22 

160 

79 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164290 

LIB3177-074-P1-K1-H10 

BLASTN 

g3492855 

52 

2.0e-20 

193 

81 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

164291 

LIB3177-074-P1-K1-H11 

BLASTN 

g2739359 

128 

l.Oe-65 

413 

97 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



164292 



21981 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI DesG^ription 

Seq. No. 
Seq. ID 



LIB3177-074-P1-K1-H3 

BLASTN 

g972916 

45 

3.0e-16 - 

254 

76 

Arabidopsis thaliana IAA7 (IAA7) gene, complete cds 
164293 

LIB3177-074-P1-K1-H4 

BLASTN 

g4455321 

200 

l.Oe-108 

361 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4I10 
(ESSAII project) 

164294 

LIB3177-074-P1-K1-H5 

BLASTX 

g3688799 

380 

l.Oe-36 

112 

71 

{AF057137) 
thaliana] 



gamma tonoplast intrinsic protein 2 [Arabidops 



164295 

LIB3177-074-P1-K1-H6 

BLASTX 

g416681 

202 

9.0e-16 

96 

39 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

164296 

LIB3177-07 4-P1-K1-H7 

BLASTX 

g3075395 

301 

2.0e-27 

73 

78 

(AC004 4 84) nodulin-35 homologue [Arabidopsis thaliana] 
164297 

LIB3177-074-P1-K1-H8 



21982 



Method 
NCBI GI 
BLAST score 
E value 

Match length / 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4490732 

366 

4.0e-35 
78 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

164298 

LIB3177-074-P1-K1-H9 

BLASTX 

gl32110 

413 

l.Oe-40 

85 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_enib_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 

164299 

LIB3177-075-P1-K1-A10 

BLASTX 

gl076393 

536 

6.0e-55 

110 

99 

RCI14A protein - Arabidopsis thaliana 

>gi_540559_emb_CAA52237_ (X74140) RCI14A [Arabidopsis 
thaliana] 

164300 

LIB3177-075-P1-K1-A11 

BLASTX 

gll5783 

607 

4.0e-63 
126 
96 . 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value **■ 
Match length 
% identity 



164301 

LIB3177-075-P1-K1-A12 

BLASTX 

gl669387 

382 

6.0e-37 

74 

99 



21983 



NCBI Description (U41998) actin 2 [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164302 

LIB3177-075-P1-K1-A2 

BLASTN 

g442528 

62 

2.0e-26 

66 

98 

HY4=flavin-type blue-light photoreceptor [Arabidopsis 
thaliana, ecotype Columbia, Genomic/mRNA, 24 58 nt] 

164303 

LIB3177-075-P1-K1-A3 

BLASTX 

g2213632 

158 

l.Oe-10 

98 

43 

(AC000103) F21J9.24 [Arabidopsis thaliana] 
164304 

LIB3177-075-P1-K1-A4 

BLASTX 

gl769905 

60- 

l.Oe-48 

114 

88 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

164305 

LIB3177-075-P1-K1-A5 

BLASTX 

g2947063 

194 

8.0e-15 

92 

47 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 164306 

Seq. ID LIB3177-075-P1-K1-A6 

Method BLASTN 

NCBI GI g4589440 

BLAST score 362 

E value O.Oe+00 

Match length 408 

% identity 96 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 

Seq. No. 164307 



21984 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-075-P1-K1-A7 

BLASTX 

gl041702 

729 

2.0e-77 

146 

90 

(U30476) expansin At-EXPl [Arabidopsis thaliana] 
164308 

LIB3177-075-P1-K1-A8 

BLASTN 

g2924651 

243 

l.Oe-134 

405 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164309 

LIB3177-075-P1-K1-A9 

BLASTX 

gl32110 

543 

8.0e-56 

104 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb__CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 


164310 


Seq. ID 


LIB3177-075-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


542 


E value 


4.0e-58 


Match length 


138 


% identity 


76 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana 


Seq. No. 


164311 


Seq. ID 


LIB3177-075-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


667 


E value 


3.0e-70 


Match length 


126 


% identity 


75 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


164312 


Seq. ID 


LIB3177-075-P1-K1-B12 



21985 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. ■ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl20667 

702 

2.0e-74 

144 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1,2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi__166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

164313 

LIB3177-075-P1-K1-B2 

BLASTX 

g2062164 

252 

l.Oe-21 

47 

100 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

164314 

LIB3177-075-P1-K1-B3 

BLASTX 

g4204285 

691 

4.0e-73 

138 

96 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

164315 

LIB3177-075-P1-K1-B5 

BLASTX 

gll5492 

174 

2.0e-12 

145 

31 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

164316 

LIB3177-075-P1-K1-B6 

BLASTX 

gl66867 

599 

3.0e-62 

140 

80 

(J05216) ribosomal protein Sll (probable start codon at bp 
67) [Arabidopsis thaliana] 



21986 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164317 

LIB3177-075-P1-K1-B7 

BLASTX 

g2829899 

134 

8.0e-08 

118 

53 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and inajor#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

164318 

LIB3177-075-P1-K1-B8 

BLASTX 

gl32102 

437 

2.0e-43 

95 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 

164319 

LIB3177-075-P1-K1-C1 

BLASTN 

g4522002 

231 

l.Oe-1,27 

418 

98 

Arabidopsis thaliana chromosome II BAC T23K3 genomic 
sequence, complete sequence 

164320 

LIB3177-075-P1-K1-C11 

BLASTX 

g2880049 

628 

8.0e-66 

122 

99 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
164321 

LIB3177-075-P1-K1-C12 

BLASTX 

gll5767 

734 

4 .Oe-78 

142 

99 



21987 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 
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BLAST score 


173 


E value 


2.Ge-12 


Match "-length 


73 


% identity 


52 


NCBI Description 


(Z97342) gibberellin oxidase 


Seq, No. 


164324 


Seq. ID 


LIB3177-075-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2129569 


BLAST score 


387 


E value 


3.0e-66 


Match length 


130 


% identity 


98 


NCBI Description 


cytosolic cyclophilin R0C3 - 



(ORE 1901) 



>gi_1305455 (U40399) cytosolic cyclophilin [Arabidopsis 
thaliana] * ->gi_4581104_gb_AAD24594 . 1_AC005825_1 (AC005825) 
cytosolic cyclophilin (R0C3) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164325 

LIB3177-075-P1-K1-C6 

BLASTX 

g2829918 

532 

2.0e-54 

104 

99 

{AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164326 

LIB3177-075-P1-K1-C7 

BLASTX 

g4455250 

148 



21988 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-09 

64 

48 

{AL035523) putative protein [Arabidopsis thaliana] 
164327 

LIB3177-075-P1-K1-C8 

BLASTX 

gll70089 

101 

7.0e-29 

74 

95 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004 669) glutathione 
S-transferase [Arabidopsis thaliana] 

164328 

LIB3177-075-P1-K1-C9 

BLASTX 

gl32074 

633 

6.0e-66 

124 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164329 

LIB3177-075-P1-K1-D1 

BLASTN 

g3128142 

372 

O.Oe+00 

418 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 

164330 

LIB3177-075-P1-K1-D11 

BLASTX 

gl32074 

697 

9,0e-74 

129 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



21989 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164331 

LIB3177-075-P1-K1-D12 

BLASTN 

g4063737 

133 

l.Oe-68 

281 

87 

Arabidopsis thaliana chromosome II BAG F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164332 

LIB3177-075-P1-K1-D2 

BLASTX 

gl345655 

358 

4.0e-34 

66 

100 

CINNAMYL-ALCOHOL DEHYDROGENASE 2 (CAD) 
>gi_757535_emb_CAA83508_ (Z31715) cinnamyl alcohol 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164333 

LIB3177-075-P1-K1-D3 

BLASTX 

g2465923 

350 

4.0e-33 

105 

66 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

164334 

LIB3177-075-P1-K1-D4 

BLASTX 

g2760834 

436 

3.0e-43 

82 

100 

{AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164335 

LIB3177-075-P1-K1-D6 

BLASTX 

g480450 

450 

8.0e-45 

102 

89 

ketol-acid reductoisomerase (EC 1 
thaliana >gi_402552_emb_CAA4 9506 



reductoisomerase [Arabidopsis thaliana] 



1.1.86) - Arabidopsis 
(X69880) ketol-acid 



21990 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164336 

LIB3177-075-P1-K1-D7 

BLASTX 

g3319921 

276 

2.0e-24 . - 

99 

59 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>gi_3319923_einb_CAA11304_ (AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_einb_CAA11305_ (AJ223390) Hev b 3 
[Hevea brasiliensis] >gi_3818475 {AF051317) small rubber 
particle protein [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164337 

LIB3177-075-P1-K1-D8 

BLASTX 

gl709825 

568 

l.Oe-58 

130 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

164338 

LIB3177-075-P1-K1-D9 

BLASTX 

gll69201 

575 

2.0e-59 

139 

85 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164339 

LIB3177-075-P1-K1-E10 

BLASTX 

g2739010 

286 

l.Oe-25 

97 

53 

(AF022464) CYP77A3p [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164340 

LIB3177-075-P1-K1-E11 

BLASTN 

g4559344 

275 

l.Oe-153 

345 

9 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 



21991 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164341 

LIB3177-075-P1-K1-E2 

BLASTX 

gl703129 

483 

l.Oe-48 

110 

85 

ACTIN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 {U27981) actin-11 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164342 

LIB3177-075-P1-K1-E3 

BLASTX 

g4538963 

547 

3.0e-56 

134 

63 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164343 

LIB3177-075-P1-K1-E4 

BLASTX 

g4218123 

437 

3.0e-43 

139 

66 

{AL035353) photosystem 
[Arabidopsis thaliana] 



I subunit PSI-E-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164344 

LIB3177-075-P1-K1-E5 

BLASTX 

gll5470 

767 

5.0e-82 

147 

99 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_1434 3_emb_CAA4 6508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164345 

LIB3177-075-P1-K1-E7 

BLASTX 

gll5767 

585 

l.Oe-60 
111 



21992 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164346 

LIB3177-075-P1-K1-E8 

BLASTX 

g3128168 

170 

5.0e-12 

65 

52 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

164347 

LIB3177-075-P1-K1-E9 

BLASTX 

gll5783 

619 

l.Oe-64 

118 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

164348 

LIB3177-075-P1-K1-F1 

BLASTN 

g3702735 

329 

O.Oe+00 

420 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: - 
MQL5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



164349 

LIB3177-075-P1-K1-F11 

BLASTX 

g4376158 

626 

2.0e-65 

128 

96 

(X98873) aspartate kinase [Arabidopsis thaliana] 
164350 

LIB3177-075-P1-K1-F2 
BLASTX 



21993 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4510345 
395 

2.0e-38 

74 

100 

{AC006921) unknown protein [Arabidopsis thaliana] 
164351 

LIB3177-075-P1-K1-F3 

BLASTN 

g2696018 

75 

6.0e"34 

273 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC9, complete sequence [Arabidopsis thaliana] 

164352 

LIB3177-075-P1-K1-F4 

BLASTX 

g2879811 

358 

4.0e-34 

88 

78 

(AJ223316) ribosomal protein L30 [Lupinus luteus]. 
164353 

LIB3177-075-P1-K1-F6 

BLASTX 

gl076287 

400 

5.0e-39 

87 

90 

amine acid permease - Arabidopsis thaliana 
>gi_510236_emb_CAA50672_ (X71787) amine acid permease 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164354 

LIB3177-075-P1-K1-F8 

BLASTN 

g2894557 

54 

l.Oe-21 

141 

94 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T805 



Seq. No. 
Seq. ■ ID 
Method 
NCBI GI 
BLAST score 
E value 



164355 

LIB3177-075-P1-K1-G1 

BLASTX 

g2213585 

745 

2.0e-79 



21994 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
"NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
100 

(AC000348) T7N9.5 [Arabidopsis thaliana] 
164 356 

LIB3177-075-P1-K1-G10 

BLASTX 

g4587542 

706 

7.0e-75 

135 

99 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

164357 

LIB3177-075-P1-K1-G11 

BLASTX 

g2245093 

620 

9.0e-65 

137 

90 

{Z97343) membrane channel protein [Arabidopsis thaliana] 
164358 

LIB3177-075-P1-K1-G12 

BLASTX 

g4586057 

589 

4.0e-61 

112 

98 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
164359 

LIB3177-075-P1-K1-G3 

BLASTN 

g3193305 

390 

0. Oe+00 

406 

99 

Arabidopsis thaliana BAC F3D13 
164360 

LIB3177-075-P1-K1-G4 

BLASTX 

g3953473 

659 

3.0e-69 

133 

100 

{AC002328) F2202.18 [Arabidopsis thaliana] 



Seq. No. 



164361 



21995 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3177-075-P1-K1-G5 

BLASTX 

g99736 

118 

2.0e-64 

129 

98 

NADPH--f errihemoprotein reductase (EC 1.6.2. 
Arabidopsis thaliana >gi 16187 erab CAA46814 



4) - 
(X66016) 



NADPH-f errihemoprotein reductase [Arabidopsis thaliana] 
164362 

LIB3177-075-P1-K1-G6 

BLASTX 

gl32090 

719 

2.0e-76 

132 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA327 00_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

164363 

LIB3177-075-P1-K1-G7 

BLASTX 

g3158376 

371 

l.Oe-35 

113 

65 

(AF035385) unknown [Arabidopsis thaliana] 
164364 

LIB3177-075-P1-K1-G8 

BLASTX 

g3193289 

108 

2.0e-57 

144 

85 

(AF069298) similar to several small proteins (-100 aa) that 
are induced by heat, auxin, ethylene and wounding such as 
Phaseolus aureus indole-3-acetic acid induced protein ARG 
(SW: 32292) [Arabidopsis thaliana] 

164365 

LIB3177-075-P1-K1-G9 

BLASTN 

g4490291 

198 

l.Oe-107 

330 

96 



21996 



NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164366 

LIB3177-075-P1-K1-H1 

BLASTN 

g2264304 

229 

l.Oe-126 

356 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBG8, complete sequence [Arabidopsis thaliana] 



PI clone: 



164367 

LIB3177-075-P1-K1-H10 

BLASTX 

g4538963 

581 

2.Ge-60 

111 

74 

{AL04 94 88) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776. 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



075-Pl-Kl-Hll 



164368 
LIB3177 
BLASTX 
gl32110 
241 

l.Oe-20 

65 

77 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



164369 

LIB3177-075-P1-K1-H12 

BLASTX 

gll5783 

648 

5.0e-68 

121 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

164370 

LIB3177-075-P1-K1-H2 
BLASTX 



21997 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185509 
569 

8.0e-59 

115 

97 

(AF102821) actin depolymerizing factor 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164371 

LIB3177-075-P1-K1-H3 

BLASTN 

g4756963 

313 

l.Oe-176 

383 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

164372 

LIB3177-075-P1-K1-H4 

BLASTN 

g4589410 

426 

O.Oe+00 
448 

99 ' 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F2015, complete sequence 

164373 

LIB3177-075-P1-K1-H5 

BLASTX 

g3286693 

600 

2.0e-62 

122 

99 

{Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(GEO in photosystem II [Arabidopsis thaliana] 

164374 

LIB3177-075-P1-K1-H6 

BLASTX 

g2347192 

199 

2.0e-15 

49 

84 

{AC002338) spliceosomal protein U2B isolog [Arabidopsis 
thaliana] 

164375 

LIB3177-075-P1-K1-H8 

BLASTX 

g4510345 

218 



21998 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-17 

41 

90 

(AC006921) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI . GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164376 

LIB3177-075-P1-K1-H9 

BLASTX 

g282865 

360 

2.0e-34 

83 

82 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ {X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_einb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164377 

LIB3177-076-P1-K1-A1 

BLASTX 

gll6392 

622 

4.0e-65 

120 

99 

CHALCONE SYNTHASE (NARINGENIN-CHALCONE SYNTHASE) 

>gi_66543_pir SYMUCN naringenin-chalcone synthase (EC 

2.3.1.74) - Arabidopsis thaliana >gi_166670 (M20308) 
chalcone synthase [Arabidopsis thaliana] 

164378 

LIB3177-076-P1-K1-A10 

BLASTX 

g4585978 

766 

7.0e-82 

150 

97 

(AC005287) NADP specific isocitrate dehydrogenase 
[Arabidopsis thaliana] 

164379 

LIB3177-076-P1-K1-A11 

BLASTX 

g2130028 

352 

3.0e-33 

86 

73 

B12D protein - barley >gi_471319_emb_CAA54065 . 1_ (X76604) 
HvB12D [Hordeum vulgare] >gi_34 4 5292_emb_CAA70936_ (Y09805) 
B12Dgl [Hordeum vulgare] 



Seq. No. 



164380 



21999 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-076-P1-K1-A12 

BLASTN 

g4490701 

131 

2.0e-67 

422 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone T24A18 
(ESSA project) 



Seq. No. 


164381 


Seq. ID 


LIB3177-076-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl619321 


BLAST score 


176 


E value 


3.0e-13 


Match length 


52 


% identity 


65 


NCBI Description 


{Y07563) hinl [Nicotiana tabacum] 


Seq. No. 


164382 


Seq. ID 


LIB3177-076-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2924520 


BLAST score 


596 


E value 


5.0e-62 


Match length 


113 


% identity 


99 


NCBI Description 


(AL022023) plasma membrane intrins. 




[Arabidopsis thaliana] 


Seq. No. 


164383 


Seq. ID 


LIB3177-076-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl32110 


BLAST score 


630 


E value 


6.0e-66 


Match length 


118 


% identity 


98 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164384 

LIB3177-076-P1-K1-A5 

BLASTX 

gll7238 

691 

5.0e-73 

138 

98 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 



22000 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- Arabidopsis thaliana >gi_1020100_einb_^CAA62754_ {X91411) 
protoporphyrin-IX Mg-chetaiase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi_4 4 90290_emb_CAB38561,l_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 

164385 

LIB3177-076-P1-K1-A6 

BLASTX 

gl37465 

763 

2.0e-81 

150 

99 

VACUOLAR ATP SYNTHASE SUBUNIT B (V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637_pir ^A31886 

H+-transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_166627 {J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 

164386 

LIB3177-076-P1-K1-A7 

BLASTX 

gll69278 

305 

6.0e-28 

75 

84 

DEHYDRIN ERD14 >gi_55647 4_dbj_BAA04 5 69_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164387 

LIB3177-076-P1-K1-A8 

BLASTX 

gll5385 

574 

2.0e-59 

115 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164388 

LIB3177-076-P1-K1-A9 

BLASTX 

g2494610 

327 

2.0e-30 

129 

57 

CELL DIVISION PROTEIN FTSZ CHLOROPLAST HOMOLOG PRECURSOR 
>gi_1079732 (U39877) cpFtsZ [Arabidopsis thaliana] 



Seq. No. 



164389 



22001 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-076-P1-K1-B1 

BLASTX 

g543751 

633 

3.0e-66 

120 

99 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 

(ETHYLENE-FORMING ENZYME) (EFE) >gi_541861_pir JT0755 

ethylene-forming enzyme - Arabidopsis thaliana 
>gi_16254_emb_CAA47251_ (X66719) ethylene-forming enzyme 
[Arabidopsis thaliana] 

164390 

LIB3177-076-P1-K1-B10 

BLASTX 

g2493122 

251 

l.Oe-21 

78 

69 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A 
SUBUNIT) (TONOPLAST ATPASE 70 KD SUBUNIT) 

>gi_1362024_pir S57790 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 70K chain (clone BN59) - rape 
>gi_558479 (U15604) tonoplast ATPase 70 kDa subunit 
[Brassica napus] 



(V-ATPASE 69 KD 
(BN59) 



Seq. No. 


164391 


Seq. ID 


LIB3177-076-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4741954 


BLAST score 


588 


E value 


5.0e-61 


Match length 


114 


% identity 


100 


NCBI Description 


(AF134127) Lhcb4.2 protein 


Seq. No. 


164392 


Seq. ID 


LIB3177-07 6-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl710549 


BLAST score 


265 


E value 


2.0e-23 


Match length 


49 


% identity 


98 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 


Seq. No. 


164393 


Seq. ID 


LIB3177-07 6-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


524 


E value 


l.Oe-53 


Match length 


101 


% identity 


99 


NCBI Description 


(D63396) elongation factor- 



22002 



Seq. No. 


164394 


Seq. ID 


LIB3177-07 6-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3451065 


BLAST score 


530 


E value 


3.0e-54 


Match length 


114 


% identity 


91 


NCBI Description 


fAL031326) water channel — 1 i kp nm'hP'in f ^VraH-i H/^r^c i o 




thaliana ] 


Seq. No. 


164395 


Seq. ID 


LIB3177-076-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


173 


E value 


2.0e-12 


Match length 


123 


% identity 


34 


NCBI Description 


(AC005223) 45643 f Arab -i dons -i s th^^ 1 -i ;^na 1 


Seq. No. 


164396 


Seq. ID 


LIB3177-07 6-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4522012 


BLAST score 


479 


E value 


3 . Oe-48 


Match length 


153 


% identity 


58 


NCBI Description 


(AC007069^ hvnothpi" 1 r';^ 1 nTol-pin f Ar-^^H-i Hooc-i d -hhai-iano 


Seq. No. 


164397 


Seq. ID 


LIB3177-07 6-P1-K1-B6 


Method . 


BLASTN 


NCBI GI 


g3702315 


BLAST score 


323 


E value 


0 . Oe+00 


Match length 


429 


% identity 


100 


NCBI Description 


Arabidoosis thaliana rhr'OTnn*=!OTnp TT RAP T'^F17 rtc^r\r\Tn-\ 




SeCTUence . COmn IptP *^PnnPnr'P FAT^ihi Hr^riQ -ic l-hial nanal 


Seq. No. 


164398 


Seq. ID 


LIB3177-076-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4741948 


BLAST score 


519 


E value 


2. Oe-58 


Match length 


122 


% identity 


96 


NCBI Description 


(AF134124) Lhcb2 protein [Arabidopsis thaliana] 


Seq. No. 


164399 


Seq. ID 


LIB3177-076-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g3985958 



22003 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



317 

l.Oe-178 

417 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZNl, complete sequence [Arabidopsis thaliana] 

164400 

LIB3177-076-P1-K1-B9 

BLASTX 

g2662375 

216 

2.0e-17 

115 

39 

(D89060) oligosaccharyltransferase [Homo sapiens] 
164401 

LIB3177-076-P1-K1-C1 

BLASTX 

g595768 

146 

4.0e-09 

47 

62 

(U13866) non-functional lacZ alpha peptide [Cloning vector] 
164402 

LIB3177-076-P1-K1-C10 

BLASTX 

g2119846 

708 

3.0e-76 

145 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164403 

LIB3177-07 6-P1-K1-C11 

BLASTX 

gl32074 

729 

2.0e-77 

133 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 



164404 



22004 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-076-P1-K1-C12 

BLASTX 

92583125 

338 

l.Oe-31 

113 

61 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 

164405 

LIB3177-076-P1-K1-C3 

BLASTX 

g2832625 

299 

3.0e-27 

69 

81 

(AL021711) putative protein [Arabidopsis thaliana] 
164406 

LIB3177-076-P1-K1-C4 

BLASTX 

gl32110 

749 

8.0e-80 

138 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_einb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 

164407 

LIB3177-07 6-P1-K1-C5 

BLASTN 

g3176694 

279 

l.Oe-155 

406 

99 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164408 

LIB3177-07 6-P1-K1-C6 

BLASTX 

g4204285 

440 

l.Oe-43 

149 

56 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



22005 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164409 

LIB3177-076-P1-K1-C7 

BLASTX 

g2583134 

234 

l.Oe-19 

44 

100 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 



164410 

LIB3177-076-P1-K1-C8 

BLASTN 

g4006885 

143 

l.Oe-74 

415 

96 

Arabidopsis thaliana DNA chromosome 
fragment No 



4, ESSA I AP2 contig 



Seq. No. 
Seq. ID 
Method 



164 411 

LIB3177-076-P1-K1-C9 

BLASTX 

g4741950 

748 

9.0e-80 

140 

100 

(AF134125) Lhcb2 protein [Arabidopsis thaliana] 
164412 

LIB3177-076-P1-K1-D1 

BLASTX 

g2829896 

283 

3.0e-25 

87 

62 

(AC002311) highly similar to auxin-regulated protein GH3, 
gp_X60033_18591 [Arabidopsis thaliana] 

164413 

LIB3177-076-P1-K1-D11 

BLASTX 

g4539316 

671 

l.Oe-70 

138 

100 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 

164414 

LIB3177-076-P1-K1-D2 
BLASTX 



22006 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2245079 
295 

l.Oe-26 

104 

58 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
164415 

LIB3177-076-P1-K1-D4 

BLASTN 

g4585952 

63 

5.0e-27 

157 

90 

Genomic sequence for Arabidopsis thaliana BAG F26F24, 
complete sequence 

164416 

LIB3177-076-P1-K1-D5 

BLASTX 

g3219858 

601 

2.0e-62 

116 

100 

DNA-DIRECTED RNA POLYMERASE II 13.6 KD POLYPEPTIDE 

>gi_2129724_pir S71204 RNA polymerase II 13.6 kDa chain - 

Arabidopsis thaliana >gi_881501 (U28048) RNA polymerase II 
13.6 kDa subunit [Arabidopsis thaliana] 

>gi_4678938_emb_CAB41329.1_ (AL049711) DNA-directed RNA 
polymerase II 13. 6K chain [Arabidopsis thaliana] 

164417 

LIB3177-076-P1-K1-D6 

BLASTX 

g2252828 

374 

2.0e-48 

123 

87 

(AF013293) No definition line found [Arabidopsis thaliana] 
164418 

LIB3177-076-P1-K1-D7 

BLASTX 

g4741960 

517 

l,0e-52 

118 

85 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
164419 

LIB3177-076-P1-K1-D8 ' 

BLASTX 

g687677 



22007 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



436 

3.0e-43 

88 . 
99 

(U19925) unknown [Arabidopsis thaliana] 
164420 

LIB3177-076-P1-K1-D9 

BLASTX 

gll75012 

521 

3.0e-53 

112 

91 

PLASMA MEMBRANE INTRINSIC PROTEIN IC (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_einb_CAA4 9155_ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 

164421 

LIB3177-076-P1-K1-E1 

BLASTX 

g4056502 

618 

2.0e-64 
129 

92 - „ • 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 

164422 

LIB3177-076-P1-K1-E10 

BLASTX 

g541858 

756 

l.Oe-80 

144 

99 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_469484_dbj_BAA03921_ (pi6454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

164423 

LIB3177-076-P1-K1-E11 

BLASTX 

g2832642 

187 

6,0e-14 

96 

25 

(AL021710) putative protein [Arabidopsis thaliana] 
164424 

LIB3177-076-P1-K1-E2 

BLASTX 

g2078350 

264 

5.0e-23 



22008 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBi Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
81 

(U95923) transaldolase [Solanum tuberosum] 
164425 

LIB3177-076-P1-K1-E3 

BLASTN 

g3176694 

274 

l.Oe-153 

403 

99 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164426 

LIB3177-076-P1-K1-E6 

BLASTX 

g4581146 

152 

6.0e-10 

31 

94 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

16^4 427 ^. 

LIB3177-676-P1-K1-E7 

BLASTX 

g2245057 

409 

3.0e-40 

75 

100 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
164428 

LIB3177-076-P1-K1-E8 

BLASTX 

g4240116 

532 

2.0e-54 

124 

84 

(AB007799) NADH-cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4240118_dbj_BAA74 838_ (AB007800) 
NADH-cytochrome b5 reductase [Arabidopsis thaliana] 

164429 

LIB3177-076-P1-K1-F1 

BLASTX 

gl32659 

372 

l.Oe-35 

82 

84 

50S RIBOSOMAL PROTEIN L13, CHLOROPLAST PRECURSOR (CL13) 



22009 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_81483__pir ^A32033 ribosomal protein L13 precursor, 

chloroplast - spinach >gi_170133 (J04 4 61) ribosomal protein 
L13 [Spinacia oleracea] 

164430 

LIB3177-07 6-P1-K1-F10 

BLASTX 

g2129578 

315 

3.0e-29 

62 

97 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_einb_CAA89205_ (Z4 9239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_15854 35_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

164431 

LIB3177-076-P1-K1-F11 

BLASTX 

gll5767 

651 

2.0e-68 

124 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164432 

LIB3177-076-P1-K1-F12 

BLASTN 

g3212846 

137 

5.0e-71 

364 

97 

Arabidopsis thaliana chromosome II BAG F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164433 

LIB3177-076-P1-K1-F2 

BLASTN 

g2618677 

101 

2.0e-49 

510 

47 

Arabidopsis thaliana BAG F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 



164434 



22010 



Seq. ID 


LIB3177-076-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gll69201 


BLAST score 


611 


E value 


l.Oe-63 


Match length 


150 


% identity 


83 


NCBI Description 


DNA- DAMAGE -RE PAIR /TOLERATION PROTFTM DRTI 1 9 PRPmR^^OR 




>gi 421830 pir S33707 DRT112 protein - Arabidopsis 




thaliana >ai 16^696 fM9ft4S61 DRTIl? f Ar^hi Hnnc-i c i-h^l-ianal 


Seq. No. 


164435 


Seq. ID 


LIB317 7-076-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3850579 


BLAST score 


554 


E value 


4 .Oe-57 


Match length 


124 


% identity 


85 


NCBI Description 


fAC005278) Strona similaritv to ah ni4SS0 pvi-r^^n^l 1 nl ;:*r- 




dsrinal crl VPOOTOi'Pi n fF.Df^P^ TTrf^r'nTC'ri'r -F t om n;5nr'n<5 r-aT-o-ha 

J- ilia. X ^ J v,y^x v,./u.cxii \*-' 1-^^^ i t^-'- C^-»UXO(JX XX L^dLlOLlo L^clX(_JL.a. 




xi«-jxo y*^ iu/£,ox^ iiTxtJ/^ iiixoxj^ lnjo4j/^ y*-' ii^o^/Uf 




ab R650T2, ab N763T3, ab F15470 oh 23^18^2 rrh H7fi'^T? 




ab 7^4fi7fi;=in~ ~ ~~ ~ 
yx^«j<jM\j/uciii 


Seq. No. 


164436 


Seq. ID 


LIB3177-076-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2500430 


BLAST score 


655 


E value 


7 . Oe-69 


M^^l'ph 1pnrri~h 


127 


% idpnt i t V 


100 


NCBI Dp scr inf i on 


4 0*^ RTR090MAT. PROTFTN ^1 


Seq. No. 


164437 


Seq. ID 


LIB3177-07 6-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4006883 


BLAST score 


453 


E value 


3 . Oe-45 


Match length 


111 


% identity 


79 


NCBI Description 


\ t-i 1 \j ' f ^j^oL.cxin3 ^xvjL.cxiicioc L"*- CI i-' -i- 'J- o Xo L.Iia.J.xclIlo.J 


Seq. No. 


164438 


Seq. ID 


LIB3 1 77-07 6-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g421826 


BLAST srorp 


633 


E value 


3.0e-66 


Match length 


143 


% identity 


83 


NCBI Description 


chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 




>gi_298036_emb_CAA50712_ {X71878) CP29 [Arabidopsis 




thaliana] 



22011 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164439 

LIB3177-076-P1-K1-F9 

BLASTX 

g4218123 

332 

3.0e-34 

136 

58 

(AL035353) photosystem 
[Arabidopsis thaliana] 



I subunit PSI-E-like protein 



164440 

LIB3177-076-P1-K1-G1 

BLASTX 

gl568480 

648 

5.0e-68 

150 

83 

(Z71703) cdc2-like protein kinase [Beta vulgaris] 
164441 

LIB3177-07 6-P1-K1-G10 

BLASTX 

g4454032 

302 

2,0e-31 

118 

64 

(AL035394) putative protein [Arabidopsis thaliana] 
164442 

LIB3177-076-P1-K1-G11 

BLASTX 

g625977 

609 

l,0e-63 

118 

100 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 

164443 

LIB3177-076-P1-K1-G12 

BLASTX 

gll75013 

514 

2.0e-52 

113 

88 

PLASMA MEMBEIANE INTRINSIC PROTEIN 2A >gi_629542__pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



Seq. No.. 



164444 



22012 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-076-P1-K1-G2 

BLASTX 

g3337361 

338 

l.Oe-31 

146 

50 

{AC004481) ankyrin-like protein [Arabidopsis thaliana] 
164445 

LIB3177-076-P1-K1-G3 

BLASTX 

g4454036 

729 

l.Oe-77 

133 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164446 

LIB3177-07 6-P1-K1-G4 

BLASTN 

g3241922. 

19 

l.le+00 

324 

73 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MLM24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq, ID 
Method 



164447 

LIB3177-076-P1-K1-G5 

BLASTX 

g4337175 

568 

9.0e-59 

111 

100 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

164448 

LIB3177-07 6-P1-K1-G6 

BLASTN 

g336917 

51 

l.Oe-19 

135 

90 

Epifagus virginiana chloroplast complete genome 
164449 

LIB3177-076-P1-K1-G7 
BLASTX 



22013 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method • . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g282865 
670 

l.Oe-70 

133 

72 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_einb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164450 

LIB3177-076-P1-K1-G8 

BLASTX 

g2213583 

319 

l.Oe-29 

125 

53 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
164451 

LIB3177-076-P1-K1-G9 

BLASTN 

g2264313 

160 

4 .Oe-85 

160 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOPIO, complete sequence [Arabidopsis thaliana] 

164452 

LIB3177-07 6-P1-K1-H1 
BLASTX 
g2062161 
'735 
3.0e-78 
139 
50 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

164453 

LIB3177-07 6-P1-K1-H10 

BLASTN 

g790582 

377 

O.Oe+00 

381 

100 

Arabidopsis thaliana putative pathogenesis-related protein 
(ATOZIl) mRNA, complete cds 

164454 

LIB3177-076-P1-K1-H11 



22014 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTN 

g2618603 

288 

l.Oe-161 

296 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSL3, complete sequence [Arabidopsis thaliana] 

164455 

LIB3177-076-P1-K1-H12 

BLASTX 

gl843527 

302 

l.Oe-27 

103 

40 

{U73747) annexin [Gossypium hirsutum] 
164456 

LIB3177-076-P1-K1-H3 

BLASTX 

g2499973 

226 

l.Oe-18 

103 

52 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (.PSII-T) 
>gi_14 65366_emb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 

164457 

LIB3177-076-P1-K1-H4 

BLASTN 

g2351067 

232 

l.Oe-128 

360 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MP012, complete sequence [Arabidopsis thaliana] 

164458 

LIB3177-076-P1-K1-H5 

BLASTX 

g2501021 

162 

2.0e-ll 

38 

82 

LYSYL-TRNA SYNTHETASE (LYSINE—TRNA LIGASE) (LYSRS) 
>gi_1652562_dbj_BAA17483_ (D90906) lysyl-tRNA synthetase 
-[Synechocystis sp. ] 

164459 

LIB3177-076-P1-K1-H6 
BLASTX 



22015 



NCBI GI 


g3915826 


BLAST score 


461 


E value 


3.0e-46 


Match length 


103 


% identity 


84 


NCBI Description 


SOS RIBOSOMAL PROTEIN L5 


Seq. No. 


164460 


Seq. ID 


LIB3177-07 6-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


712 


E value 


2.0e-75 


Match length 


134 


% identity 


76 


NCBI Description 


(AF134126) Lhcb3 protein 


Seq. No. 


164461 


Seq. ID 


LIB3177-07 6-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g3046847 


BLAST score 


178 


E value 


1 . Oe-95 


Match length 


316 


% identity 


96 


NCBI Description 


Arabidoosis thaliana n(=>nr 






Seq. No. 


164462 


Seq. ID 


LIB3177-077-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3688799 


BLAST score 


492 


E value 


7 . 0e-50 


Match length 


99 


% identity 


99 


NCBI Description 


(AF057137) ganutia tonoplas 




t haliana 1 


Seq. No. 


164463 


Seq. ID 


LIB3177-077-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl32090 


BLAST score 


756 


E value 


l.Oe-80 


Match length 


139 


% identity 


99 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi__16193_emb_CAA327 00_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



164464 

LIB3177-077-P1-K1-A12 
BLASTX 



22016 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72873 
417 

4.0e-41 

95 

89 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

164465 

LIB3177-077-P1-K1-A2 

BLASTX 

gl402908 

756 

l.Oe-80 

146 

99 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4 455802_einb_CAB37193_ (AJ133036) 
peroxidase [Arabidopsis thaliana] 

164466 

LIB3177-077-P1-K1-A3 

BLASTX 

g2130096 

232 

3.0e-19 

115 

37 

cytochrome P450tyr - sorghum >gi_984543 (U32624) cytochrome 
P-450 [Sorghum bicolor] 

164467 

LIB3177-077-P1-K1-A4 

BLASTN 

g4220635 

283 

l.Oe-158 

283 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 

164468 

LIB3177-077-P1-K1-A5 

BLASTX 

g81600 

645 

l.Oe-67 

144 

92 

chaperonin 60 beta 
(fragment) 



(clone bX) - Arabidopsis thaliana 



Seq. No. 



164469 



22017 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3177-077-P1-K1-A6 

BLASTX 

g2738248 

760 

4.0e-81 

153 

97 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

164470 

LIB3177-077-P1-K1-A7 

BLASTN 

g2979540 

99 

3.0e-48 

457 

100 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164471 

LIB3177-077-P1-K1-A8 

BLASTN 

g4586019 

233 

l.Oe-128 

233 

100 

Arabidopsis thaliana chromosome II BAC T3P4 genomic 
sequence, complete sequence 

164472 

LIB3177-077-P1-K1-B1 

BLASTN 

g3169169 

411 

O.Oe+00 

443 

80 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164473 

LIB3177-077-P1-K1-B10 

BLASTX 

g4454037 

435 

3.0e-43 

84 

95 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

164474 

LIB3177-077-P1-K1-B11 
BLASTX 



22018 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. NO. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(UB-IQUITIN-PROTEIN 
(UBCAT4B) 



g464986 
696 

l.Oe-73 
129 
100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 
>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



164475 

LIB3177-077-P1-K1-B12 

BLASTX 

g4165550 

686 

2.0e-72 

143 

91 

(AJ004 915) apgm [Malus domestical 
164476 

LIB3177-077-P1-K1-B2 

BLASTN 

g4455339 

305 

l.Oe-171 

305 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T12J5 



164477 

LIB3177-077-P1-K1-B3 

BLASTX 

g2117612 

869 

7.0e-94 

157 

100 

catalase (EC 1.11.1.6) 3 



Arabidopsis thaliana 



164478 

LIB3177-077-P1-K1-B4 

BLASTN 

g3883125 

232 

l.Oe-128 

263 

97 

Arabidopsis thaliana arabinogalactan-protein (AGP4 ) mRNA, 



22019 



complete cds 



Seq. No. 


164479 


Seq. ID 


LIB3177-077-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl6225 


BLAST score 


628 


E value 


1 . Oe-65 


Match lenath 


123 


% identitv 


65 


NCBI Description 


(Z12023) calmodulin 


Seq. No. 


164480 


Seq. ID 


LIB3177-077-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


□4056457 


BLAST score 


472 


El value 


2 . Oe-47 


Match length 


130 


% i de»n1" i t V 


7 1 


NCBI Descrintion 






crene fArahi dor)*=? i tl 


Seq. No. 


164481 


Seq. ID 


LIB3177-077-P1-K1-B8 


Met hod 


RT.A^TN 


NCBI GI 


a329861 0 


BLAST spore 


145 


E value 


4 . Oe-76 


Matph 1 e^nnth 


157 


%. \ Hpnt" 1 "1" v 


98 


NCBI Description 


Arabidoos thaliana 


Seq. No. 


164482 


Seq. ID 


LIB3177-077-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2558662 


BLAST score 


143 


E value 


6.0e-09 


Match length 


115 


% identity 


8 



NCBI Description (AC002354) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164483 

LIB3177-077-P1-K1-C1 

BLASTX 

gll73104 

738 

l.Oe-78 

150 

90 

RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



164484 

LIB3177-077-P1-K1-C10 



22020 



Method 


BLASTX 


NCBI GI 


g3298443 


BLAST score 


311 


E value 


2.0e-28 


Match length 


84 


% identity 


69. 


NCBI Description 


(AB010880) chloroolast ribosomal orotein L17 FN-i mi- -i ;:ina 




tabacum] 


Seq. No. 


164485 


Seq. ID 


LIB3177-077-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g461532 


BLAST score 


236 


E value 


9 . Oe-20 


Match length 


64 


% identity 


66 


NCBI Description 


ADP-RIBOSYLATION FACTOR >ai 1362500 nir naQQQ"^ 




ADP-ribos vlat ion factor - Aiellomvces r^n«?n 1 ^^i-;^ '>ni AOif^Q'^ 




fL25117) ADP— ribos vlat i on f^intnT f Hi cii-r»n1 ^ Qm:^ /^aT-\ciiT=a-HnTni 


Seq. No. 


164486 


Seq. ID 


LIB3177-077-P1-K1-C2 


Method 


BLASTX 


--■^iNCBI GI 


g4115337 


BLAST score 


764 


E value 


l.Oe-81 


Match length 


154 


% identity 


18 


NCBI Description 


(L81141) ubicruitin rPi'=?nm ^^^^ 1" i tniml 


Seq. No. 


164487 


Seq. ID 


LIB3177-077-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g3985954 


BLAST score 


398 


E value 


O.Oe+00 


Match length 


457 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MRG21. comolete seatience FATahi Hnnc; i l"h;:i 1 i ;3r>^ 1 


Seq. No. 


164488 


Seq. ID 


LIB3177-077-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g3985958 


BLAST score 


317 


E value 


l.Oe-178 


Match length 


454 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MZNl, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164489 


Seq. ID 


LIB3177-077-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl35860 



22021 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



565 

2.0e-58 

123 

63 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORINrTIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 
>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

164490 

LIB3177-077-P1-K1-C6 

BLASTX 

g4455364 

255 

6.0e-22 

56 

82 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 

164491 

LIB3177-077-P1-K1-C7 

BLASTN 

g3449334 

310 

l.Oe-174 

394 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 

164492 

LIB3177-077-P1-K1-C8 

BLASTX 

g282865 

659 

3.0e-69 

131 

72 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095. 1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidops^is thaliana] 

164493 

LIB3177-077-P1-K1-C9 

BLASTN 

g2618602 

216 

l.Oe-118 
412 



22022 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

164494 

LIB3177-077-P1-K1-D10 

BLASTX 

g2119846 

763 

2.0e-81 

145 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164495 

LIB3177-077-P1-K1-D11 

BLASTX 

g267083 

560 . . - 

l.Oe-57 

107 

100 

TUBULIN BETA-9 CHAIN >gi_320190_pir JQ1593 tubulin beta-9 

chain - Arabidopsis thaliana >gi_166910 {M84706) beta-9 
tubulin [Arabidopsis thaliana] 

164496 

LIB3177-077-P1-K1-D12 

BLASTN 

g4417264 

45 

5.0e-16 

123 

85 

Arabidopsis thaliana chromosome II BAC F7D8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164497 

LIB3177-077-P1-K1-D2 

BLASTX 

g2911055 

577 

2.0e-67 

156 

87 

(AL021961) putative protein [Arabidopsis thaliana] 
164498 

LIB3177-077-P1-K1-D3 

BLASTX 

gl66835 



22023 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

,NCB.I-; GI - 

IlaST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



303 

8.0e-28 

85 

74 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana]" >gi_2642170 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

164499 

LIB3177-077-P1-K1-D4 

BLASTX 

g2055273 

344 

2.0e-32 

66 

100 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 
164500 

LIB3177-077-P1-K1-D5 

BLASTX 

g464720 

251 

2.0e-21 

50 
100 

40S RIBOSOMAL PROTEIN S28 >gi_409184 (L09755) ribosomal 
protein S28 [Arabidopsis thaliana] 

164501 

LIB3177-077-P1-K1-D7 

BLASTX 

gl32110 

666 

4.0e-70 

122 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060__pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

164502 

LIB3177-077-P1-K1-D8 

BLASTX 

g4585882 

570 

6.0e-59 

112 

99 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

164503 

LIB3177-077-P1-K1-D9 



22024 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ^identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4510360 

292 

l.Oe-163 

340 

96 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

164504 

LIB3177-077-P1-K1-E1 

BLASTX 

g544425 

424 

7.0e-42 

82 

100 

GLYCINE-RICH RNA-BINDING PROTEIN 8 (CCRl PROTEIN) 

>gi_419756_pir 330148 glycine-rich protein (clone AtGRPB) 

- Arabidopsis thaliana >gi_16305_emb_CAA78712_ {Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_l 66658 
(L04171) ORF [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 


164505 


Seq. ID 


LIB3177-G77 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


709 


E value 


4.0e-75 


Match length 


131 


% identity 


77 


NCBI Description 


(AF134126) ; 


Seq. No, 


164506 


Seq. ID 


LIB3177-077 


Method 


BLASTN 


NCBI GI 


g3702735 


BLAST score 


129 


E value 


l.Oe-66 


Match length 


164 


% identity 


96 


NCBI Description 


Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



aliana genomic DNA, chromosome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 

164507 

LIB3177-077-P1-K1-E12 

BLASTX 

g416758 

780 

2.0e-83 

146 

99 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_l 66674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



22025 



Seq. No. 


164508 


Seq. ID 


LIB3177-077-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4220514 


BLAST score 


438 


E value 


2 . Oe-43 


Match length 


119 


% identity 


70 


NCBI Description 


(AL035356) Dutative i 


Seq. No. 


164509 


Seq. ID 


LIB3177-077-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g4220638 


BLAST score 


50 


E value 


2.0e-19 


Match length 


173 


% identity 


89 


NCBI Description 


Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



MIF21, complete sequence [Arabidopsis thaliana] 
164510 

LIB3177-077-P1-K1-E4 

BLASTX 

gll5767 

678 

l.Oe-71 

131 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164511 

LIB3177-077-P1-K1-E5 

BLASTX 

gl66702 

663 

9.0e-70 

149 

87 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 

164512 

LIB3177-077-P1-K1-E6 

BLASTX 

g4493904 

157 

5.0e-ll 

53 

60 



22026 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI 'description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL034558) predicted using hexExon; MAL3P2.26 (PFC0285c), 
T-complex protein beta subunit, len: 541 aa; Similarity to 
T-complex proteins beta subunits. C.elegans T-complex 
protein beta subunit (SWrTCPB CAEEL) BLAST Score: 1527 



164513 

LIB3177-077-P1-K1-E7 

BLASTN 

g4490324 

116 

8.0e-59 

124 

75 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAC clone T9A14 



164514 

LIB3177-077-P1-K1-E8 

BLASTX 

gl542941 

198 

2.0e-15 

52 

81 

(X78116) Acetoace'tyl-coenzyme A thiolase [Raphanus sati'vus] 
164515 

LIB3177-077-P1-K1-E9 

BLASTX 

g294666 

227 

l.Oe-18 

122 

43 

(L13241) beta-ketoacyl-ACP synthase [Ricinus communis] 
164516 

LIB3177-077-P1-K1-F1 
- BLASTX 
g2062157 
303 

4 .Oe-58 

120 

34 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

164517 

LIB3177-077-P1-K1-F10 

BLASTX 

g2829899 

593 

l.Oe-61 

117 

100 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and majortlatex protein. 



22027 



gp_X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164518 

LIB3177-077-P1-K1-F11 

BLASTX 

g44-54037 

599 

3.0e-62 

112 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

164519 

LIB3177-077-P1-K1-F12 

BLASTX 

g4538963 

565 

3.0e-58 

137 

64 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_474 1958_gb_AAD28776 . 1_AF134 129_1 
{AF134129) Lhcb5 protein [Arabidopsis thaliana] 

164520 

LIB3177-077-P1-K1-F2 

BLASTX 

g4454473 

365 

8.0e-35 

123 

60 

(AC0G6234) putative beta-expansin protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164521 

LIB3177-077-P1-K1-F3 - 

BLASTX 

gl702987 

592 

6,0e-66 

136 

96 

14-3-3-LIKE PROTEIN GF14 PHI >gi_1493805 (L09111) GF14 
protein phi chain [Arabidopsis thaliana] >gi_2232146 
(AF001414) 14-3-3-like protein GF14 phi [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164522 

LIB3177-077-P1-K1-F5 

BLASTX 

gll5385 

577 

l.Oe-59 

111 

100 



22028 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164523 

LIB3177-077-P1-K1-F6 

BLASTX 

gl32074 

709 

l.Oe-78 

142 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164524 

LIB3177-077-P1-K1-F8 

BLASTN 

g3269280 

144 

4.0e-75 

311 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M4I22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method " 
NCBI GI 
BLAST score 
E value 
Match length 



164525 

LIB3177-077-P1-K1-F9 

BLASTN 

g3851669 

126 

2.0e-64 

134 

99 

Arabidopsis thaliana J8 mRNA, nuclear gene encoding plastid 
protein, complete cds 

164526 

LIB3177-077-P1-K1-G1 

BLASTN 

g4262221 

36 

l.Oe-10 

242 

86 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164527 

LIB3177-077-P1-K1-G10 

BLASTX 

gll5385 

704 

l.Oe-74 
135 



22029 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 {M63931) light-harvesting - 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164528 

LIB3177-077-P1-K1-G11 

BLASTX 

gl076668 

511 

4.0e-52 

109 

87 

NADH dehydrogenase (EC 1. 
>g i_6 3 9 8 3 4 _emb_CAA5 8 8 2 3_ 
[Solanuin tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164529 

LIB3177-077-P1-K1-G12 

BLASTX 

gl33938 

560 

l.Oe-57 
144 

•77 . 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_708 66_pir R3SP3 

ribosomal protein S3 - spinach chloroplast 
>gi_12310_emb_CAA31715_ (X13336) ribosomal protein S3 
[Spinacia oleracea] 

164530 

LIB3177-077-P1-K1-G2 

BLASTX 

g2832241 

721 

l.Oe-76 

151 

93 

(AF0308 64) nonphototropic hypocotyl 1 [Arabidopsis 
thaliana] 

164531 

LIB3177-077-P1-K1-G3 

BLASTX 

gll5385 

548 

2.0e-56 

105 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-4) (LHCP) >gi_166646 {M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164532 

LIB3177-077-P1-K1-G4 

BLASTX 

gl076413 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. , ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



756 

l.Oe-80 

149 

100 

serine 0-acetyltransf erase (EC 2.3.1.30) - Arabidopsis 
thaliana >gi_214 677 6_pir S67482 serine 0-acetyltransf eras 

(EC 2.3.1.30) - Arabidopsis thaliana >gi_608577 (L34076) 

serine acetyltransf erase [Arabidopsis thaliana] 

>gi_608 677_einb_CAA84371_ (Z34888) serine acetyltransf erase 

[Arabidopsis thaliana] >gi_10934 93_prf 2104212A Ser 

acetyltransferase [Arabidopsis thaliana] 

164533 

LIB3177-077-P1-K1-G5 

BLASTN 

g4454447 

328 

O.Oe+00 

344 

99 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164534 

LIB3177-077-P1-K1-G6 

BLASTX 

g3878874 

196 

5.0e-15 

140 

34 

(Z69793) R03A10.3 [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164535 

LIB3177-077-P1-K1-G7 

BLASTN 

gl66781 

97 

2.0e-47 

160 

90 

A. thaliana nitrate reductase mRNA, complete cds 
164536 

LIB3177-077-P1-K1-G8 

BLASTX 

g3885511 

393 

3.0e-38 

99 

81 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 



164537 

LIB3177-077-P1-K1-G9 
BLASTX 
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NCBI GI g3169185 

BLAST score 245 

E value 8.0e-21 

Match length 62 

% identity 76 

NCBI Description (AC004401) unknown protein [Arabidopsis thaliana] 

Seq. No. 164538 

Seq. ID LIB3177-077-P1-K1-H2 

Method BLASTX 

NCBI GI g4415930 

BLAST score 572 

E value 4 . Oe-59 

Match length 134 

% identity 81 

NCBI Description (AC006418) unknown protein [Arabidopsis thaliana] 



>gi_4559389_gb_AAD23049.1_AC006526_14 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 164539 

Seq. ID LIB3177-077-P1-K1-H5 

Method BLASTX 

NCBI GI g3860315 

BLAST score 310 

E value 2.0e-28 

Match length 68 

% identity 84 

NCBI Description (AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 

Seq. No. 164540 

Seq. ID LIB3177-077-P1-K1-H7 

Method BLASTX 

NCBI GI g4417280 

BLAST score 697 

E value l.Oe-73 

Match length 154 

% identity 92 

NCBI Description (AC007019) putative ATP synthase [Arabidopsis thaliana] 

Seq. No. 164541 

Seq. ID LIB3177-077-P1-K1-H8 

Method BLASTX 

NCBI GI g4538979 

BLAST score 170 

E value 6.0e-12 

Match length 90 

% identity 56 

NCBI Description (AL04 94 87) putative protein [Arabidopsis thaliana] 

Seq. No. 164542 

Seq. ID LIB3177-077-P1-K1-H9 

Method BLASTX 

NCBI GI g4741952 

BLAST score 98 

E value 2.0e-ll 

Match length 69 

% identity 57 
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NCBI Description 



(AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164543 

LIB3177-078-P1-K1-A1 

BLASTX 

g2062164 

708 

5.0e-75 

150 

58 

{AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



164544 

LIB3177-078-P1-K1-A10 

BLASTX 

g2117612 

821 

3.0e-88 

149 

100 

catalase (EC 1.11.1.6) 



Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 



164545 

LIB3177-078-P1-K1-A12 

BLASTX 

g4160280 

402 ■ 

3.0e-39 

135 

54 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
164546 

LIB3177-078-P1-K1-A2 

BLASTX 

gl531762 

153 

4.0e-10 

45 

69 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

164547 

LIB3177-078-P1-K1-A3 

BLASTX 

gl621268 

475 

9.0e-48 

127 

68 

(Z81012) unknown [Ricinus communis] 
164548 

LIB3177-078-P1-K1-A4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421826 
393 

4.0e-38 

76 

100 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

164549 

LIB3177-078-P1-K1-A5 

BLASTX 

g4522012 

115 

2.0e-05 

150 

43 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
164550 

LIB3177-078-P1-K1-A7 

BLASTX 

g4586047 

470 

3.0e-47 

110 

81 

{AC007020) putative ferritin protein [Arabidopsis thaliana] 
>gi_4588004_gb_AAD25945. 1_AF085279_18 (AF085279) 
hypothetical ferritin subunit [Arabidopsis thaliana] 

164551 

LIB3177-078-P1-K1-A8 

BLASTX 

gl3207'4 

728 

2.0e-77 

135 

99 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164552 

LIB3177-078-P1-K1-A9 

BLASTX 

g4725950 

218 

l.Oe-17 

126 

44 

(AL049730) putative Phospholipase D [Arabidopsis thaliana] 
>gi_4725951_emb_CAB41722.1_ (AL049730) putative 
proline-rich protein [Arabidopsis thaliana] 



Seq. No. 



164553 
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Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-078-P1-K1-B1 

BLASTX 

g3337356 

613 

7.0e-64 

136 

90 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164554 

LIB3177-078-P1-K1-B10 

BLASTX 

g3335340 

590 

3.0e-61 

138 

80 

{AC004512) Strong similarity to xylglucan 
endo-transglycolsylase {TCH4) gene gb_U27 609, first exon 
contains strong similarity to meri 5 gene gb_Z17989 from A. 
thaliana. EST gb_N37583 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164555 

LIB3177-078-P1-K1-B12 

BLASTX 

g2335106 

142 

l.Oe-08 

130 

6 

(AC002339) salt inducible protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164556 

LIB3177-078-P1-K1-B2 

BLASTX 

g3337356 

359 

4.0e-34 

84 

89 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

164557 

LIB3177-078-P1-K1-B3 

BLASTN 

g2828186 

73 

9.0e-33 

256 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18I23, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164558 

LIB3177-078-P1-K1-B4 

BLASTX 

gl931647 

625 

2.0e-65 

138 

88 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

164559 

LIB3177-078-P1-K1-B5 

BLASTX 

gl550740 

611 

l.Oe-63 

119 

99 

(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 
164560 

LIB3177-078-P1-K1-B6 

BLASTX 

g4530591 

690 

6.0e-73 

138 

100 

(AF132475) heme oxygenase 
>gi_4 53059 3_gb_AAD2 2 1 0 8 . 1_ 
[Arabidopsis thaliana] 



1 [Arabidopsis thaliana] 
(AF132476) heme oxygenase 1 



164561 

LIB3177-078-P1-K1-B7 

BLASTX 

gll5767 

736 

2.0e-78 

141 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164562 

LIB3177-078-P1-K1-B8 

BLASTN 

g2477521 

360 

O.Oe+00 

452 

14 
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NCBI Description 



Arabidopsis thaliana chromosome I BAG F22K20 genomic 
sequence, complete sequence (Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164563 

LIB3177-078-P1-K1-B9 

BLASTX 

g2506496 

679 

l.Oe-71 

130 

100 

GLUTATHIONE 
>gi_1890156 



S-TRANSFERASE ERDll (CLASS PHI) 
emb_CAA72413_ (Y11727) gluthatione 



S-transf erase [Arabidopsis thaliana] 
164564 

LIB3177-078-P1-K1-C1 

BLASTN 

g3510336 

140 

3.0e-73 
144 

99 : 
Arabidopsis thaliana. genomic DNA, chromosome 5, TAC 
K18J17, complete sequence [Arabidopsis thaliana] 



164565 

LIB3177-078-P1-K1-C10 

BLASTN 

g2264318 

130 

4.0e-67 

138 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 

164566 

LIB3177-078-P1-K1-C11 

BLASTX 

g4741952 

601 

l.Oe-62 
117 

73 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
164567 

LIB3177-078-P1-K1-C2 

BLASTN 

g4468103 

239 

l.Oe-132 

239 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



clone 



PI clone: 



BAC clone M3E9 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164568 

LIB3177-078-P1-K1-C3 

BLASTX 

gl703108 

349 

4.0e-33 

68 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 {U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 {U27811) actin7 [Arabidopsis 
thaliana] 

164569 

LIB3177-078-P1-K1-C4 

BLASTN 

g3659491 

416 

0. 0e+00 
458 

99 

Sequence of BAG T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

164570 

LIB3177-078-P1-K1-C5 

BLASTX 

g4741940 

595 

9.0e-62 

110 

67 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
164571 

LIB3177-078-P1-K1-C6 

BLASTX 

g399013 

656 

6.0e-69 

149 

83 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq.' No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164572 

LIB3177-078-P1-K1-C7 

BLASTN 

gl66833 

43 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-15 

82 

100 

Arabidopisis thaliana ribulose bisphosphate 
carboxylase/oxygenase activase (rca) gene, complete cds 

164573 

LIB3177-078-P1-K1-C8 

BLASTX 

g3420055 

644 

l.Oe-67 

124 

100 

(AC004 680) cyclophilin [Arabidopsis thaliana] 
164574 

LIB3177-078-P1-K1-C9 

BLASTX 

g4689366 

381 

l.Oe-36 

139 

55 

(AF134155) RING finger protein [Arabidopsis thaliana] 
164575 

LIB3177-078-P1-K1-D1 

BLASTX 

g4006858 

232 

2.0e-19 
62 

' 63 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 

164576 

LIB3177-078-P1-K1-D10 

BLASTX 

g2738248 

586 

7.0e-61 

124 

96 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

164577 

LIB3177-078-P1-K1-D11 

BLASTX 

g3660471 

440 

l.Oe-43 

121 

69 

(AJ001809) succinate dehydrogenase flavoprotein alpha 



22039 



subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

.eiiAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164578 

LIB3177-078-P1-K1-D12 

BLASTX 

gl32074 

587 

5.0e-61 

109 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA).. >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164579 

LIB3177-078-P1-K1-D3 

BLASTN 

g4678340 

253 

l.Oe-140 

368 

100 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAC clone T29H11 



164580 

LIB3177-078-P1-K1-D5 

BLASTX 

gl769905 

546 

5.Qe-56 

144 

74 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

164581 

LIB3177-078-P1-K1-D6 

BLASTX 

g2281115 

691 

5.0e-73 

153 

90 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 

164582 

LIB3177-078-P1-K1-D7 

BLASTX 

g4741962 

479 

3.0e-48 

145 

54 

(AF134131) PsbS protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164583 

LIB3177-078-P1-K1-D8 

BLASTX 

g3688799 

666 

4.0e-70 

133 

99 

{AF057137) gamma tonoplast intrinsic protein 2 [Arabidops 
thaliana] 

164584 

LIB3177-078-P1-K1-D9 

BLASTN 

g3420042 

136 

2.0e-70 

420 

98 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164585 

LIB3177-078-P1-K1-E1 

BLASTX 

gl621539 

529 

4.0e-60 

126 

45 

{U28415) annexin-like protein [Arabidopsis thaliana] 
164586 

LIB3177-078-P1-K1-E10 

BLASTX 

g3402716 

218 

l.Oe-17 

114 

47 

{AC004261) unknovm protein [Arabidopsis thaliana] 
164587 

LIB3177-078-P1-K1-E11 

BLASTX 

g3288823 

639 

6.0e-67 

127 

100 

(AF063852) FUSS [Arabidopsis thaliana] 
164588 

LIB3177-078-P1-K1-E12 

BLASTN 

g3702730 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

4.0e-43 

97 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAB16, complete sequence [Arabidopsis thaliana] 

164589 

LIB3177-078-P1-K1-E2 

BLASTX 

g2781354 

683 

4.0e-72 

128 

100 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
164590 

LIB3177-078-P1-K1-E4 

BLASTN 

g516248 

85 

5.0e-40 

92 

99 

A. thaliana gene for porphobilinogen deaminase 
164591 

LIB3177-078-P1-K1-E6 

BLASTX 

gl514639 

726 

4 .Oe-77 

150 

93 

(X85181) alpha-glucan phosphorylase [Spinacia oleracea] 
164592 

LIB3177-078-P1-K1-E8 

BLASTN 

g4733953 

326 

O.Oe+00 

350 

98 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

164593 

LIB3177-078-P1-K1-E9 

BLASTN 

g4467094 

72 

3.0e-32 

154 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 
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(ESSA project) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164594 

LIB3177-078-P1-K1-F1 

BLASTN 

gl279569 

86 

2.0e-40 

260 

90 

Nicotiana acuminata chloroplast JLA region, l-1028bp 
164595 

LIB3177-078-P1-K1-F10 

BLASTX 

g416652 

415 

l.Oe-40 

136 

59 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN-INDUCED PROTEIN 
PCNT107) >gi_197 93_emb_CAA39707_ (X56266) auxin-induced 
protein [Nicotiana tabacum] 

164596 

LIB3177-078-P1-K1-F11 

BLASTX 

gl071912 

649 

4 .Oe-68 

138 

94 

cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_einb_CAA5734 4_ (X81698) cysteine 
synthase [Arabidopsis thaliana] 

164597 

LIB3177-078-P1-K1-F12 

BLASTX 

g464707 

637 

l.Oe-66 

128 

97 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_4 05613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34 34 5_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_4 34 906_emb_CAA8227 5_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

164598 

LIB3177-078-P1-K1-F2 

BLASTN 

g4454447 

368 

O.Oe+00 

455 

98 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164599 

LIB3177-078-P1-K1-F4 

BLASTX 

g4835235 

241 

2.0e-20 

103 

49 

(AL04 9862) putative protein [Arabidopsis thaliana] 
164600 

LIB3177-078-P1-K1-F5 

BLASTX 

gl32110 

657 

4.0e-69 

122 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana! 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164601 

LIB3177-078-P1-K1-F6 

BLASTX 

g4490330 

773 

l.Oe-82 

151 

91 

{AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 

164602 

LIB3177-078-P1-K1-F7 

BLASTX 

g4741962 

478 

4.0e-48 
132 
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% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



57 

(AF134131) PsbS protein [Arabidopsis thaliana] 



164603 

LIB3177-078^P1-K1-F8 

BLASTX 

g3063697 

812 

3.0e-87 

151 

99 

(AL022537) putative myb-protein (partial) 
thaliana] 



[Arabidopsis 



164604 

LIB3177-078-P1-K1-F9 

BLASTX 

g3776001 

638 

8.0e-67 

128 

95 

(AJ0104 64) RNA helicase [Arabidopsis thaliana] 
164605 

LIB3177-078-P1-K1-G1 

BLASTX 

g2119846 

752 

3.0e-80 

143 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64 4 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164606 

LIB317 7-078-P1-K1-G11 

BLASTX 

g4587541 

700 

4.0e-74 

137 

99 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T44453, gb_T04815, 
gb_T4 5993, gb__R30138, gb_AI099570 and gb_T22281 come from 
this gene. [Arabidopsis thaliana] 

164607 

LIB3177-078-P1-K1-G12 

BLASTX 

gl362002 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278 

4.0e-25 

58 

95 

protein kinase 1 - Arabidopsis. thaliana >gi_166817 {L05561) 
protein kinase [Arabidopsis thaliana] 

164608 

LIB3177-078-P1-K1-G2 

BLASTX 

g3128205 

687 

l.Oe-72 

151 

89 

(AC004077) putative pyruvate dehydrogenase complex El beta 
subunit [Arabidopsis thaliana] 

164609 

LIB3177-078-P1-K1-G3 

BLASTN 

g3201608 

218 

l,0e-119 

448 

100 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164610 

LIB3177-078-P1-K1-G4 

BLASTX 

g4455210 

348 

7.0e-33 

77 

86 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164611 

LIB3177-078-P1-K1-G5 

BLASTN 

g3201608 

40 

3.0e-13 

76 

88 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164612 

LIB3177-078-P1-K1-G6 

BLASTN 

g3540210 

91 

8.0e-44 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



155 
100 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164613 

LIB3177-078-P1-K1-G7 

BLASTX 

g282865 

666 

4 .Oe-70 

132 

72 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164614 

LIB3177-078-P1-K1-G8 

BLASTX 

g2244750 

733 

5.0e-78 

150 

91 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF0595B1) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

164615 

LIB3177-078-P1-K1-G9 

BLASTX 

g2506443 

364 

4 .Oe-35 

75 

99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402B85_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

164616 

LIB3177-078-P1-K1-H1 

BLASTX 

g2317729 

694 

2.0e-73 
130 
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% identity 


99 


NCBI Description 


fAF0136271 rPVPT^ilhlv rrl vrrj^ivl ;^"hfaH rtnl i/r^cao"!- i Hea— 1 

V**^ v/J-^w^ # / i,^v^i.t^J.xjA.y yi_y^\Jo^j.aUCU ^VJXy^CL/L.XUC 1. 




xX-X. (Jl -Z. V_l w O O L. 1 1 Q -1 I. CI 1 1 CI J 


Seq. No. 


164617 


Seq. ID 


LIB3177-078-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2191138 


BLAST score 


391 


E value 


4 . Oe-38 


Match length 


80 


% idpnt i t V 


99 


NCBI Description 


fAF0072691 A TG002N01 18 apnp nrnHnrt fAr^hi Hnnc;-i <? 




CL ^ ^ 1 1 ^2 J 


Seq. No. 


164618 


Seq. ID 


LIB3177-078-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3461817 


BLAST score 


301 


E value 


2 . Oe-27 


Match Ipncrth 


134 


% identitv 


45 


NCBI Descriotion 


\ ■tiV-' w *s X *j o ; U.11 1^ wii ^iwucxn cLi^XUU^oXo LliciXXanaj 


Seq. No. 


164619 


Seq. ID 


LIB3177-078-P1-K1-H12 


Method 


BLASTX - 


NCBI GI 


g4582468 


BLAST score 


570 


E value 


7 . Oe-59 


Match length 


118 


% idpntitv 


98 


NCBI Descriotion 


1 \J I J. } ^UL-CIUXVC 1\JO X XJu'WOV^ilLo.X ^i.lw'UC^Xiif OL/IlLdXIlo 




C* — "hp T*m 1 n;^ 1 HrMna in rZir'^^Hi Hr%o cic ■f-Haliartal 
v-f X iiixi icix v_i^_/iticL Xii AX dX/XU^.'^o X 0 UliaXXailaJ 


Seq. No. 


164620 


Seq. ID 


LIB3177-07 8-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4584541 


BLAST score 


592 


E value 


2.0e-61 


Match length 


115 


% identity 


100 


NCBI Description 


(AL049608) 3— hvdroxvisobut vrvl — popnyvmp A hvHml;^c:i=i. 




JL. \J V- ^ XiJ_ CI ^ \J _1_ 0 1 1 CI -1 1— CI 1 X d J 


Seq. No. 


164621 


Seq. ID 


LIB3177-078-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3249086 


BLAST score 


217 


E value 


2.0e-17 


Match length 


148 


% identity 


66 



NCBI Description (AC004473) Contains similarity to 21 KD subunit of the 
Arp2/3 protein complex (ARC21) gb_AF006086 from Homo 
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sapiens. EST gb_Z37222 comes [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164622 

LIB3177-078-P1-K1-H4 

BLASTX 

g2062164 

528 

4 .Oe-54 

101 

99 

{AC001645) jasmonate inducible protein isolog [Arabidopsi 
thaliana] 

164623 

LIB3177-078-P1-K1-H5 

BLASTX 

g4262174 

774 

8.0e-83 

144 

99 

(AC005508) 9058 [Arabidopsis thaliana] 
164624 

LIB3177-078-P1-K1-H6 

BLASTX 

gll73218 

494 

6.0e-50 

109 

90 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

164625 

LIB3177-078-P1-K1-H8 

BLASTX 

g3261659 

119 

9.0e-10 

90 

42 

(Z81368) hypothetical protein Rv2419c [Mycobacterium 
tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164626 

LIB3177-079-P1-K1-A1 

BLASTN 

g4581084 

278 

l.Oe-155 

360 

100 

Arabidopsis thaliana chromosome 
sequence, complete sequence 



I BAC T30F21 genomic 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164627 

LIB3177-079-P1-K1-A10 

BLASTX' 

g2104677 

232 

3.0e-19 

111 

49 

{X97904) transcription factor [Vicia faba] 
164628 

LIB3177-079-P1-K1-A11 

BLASTX 

gll70203 

335 

2.0e-31 

93 

72 

GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR (GLUTR) >gi_454359 
(U03774) glutamyl-tRNA reductase [Arabidopsis thaliana] 

164629 

LIB3177-079-P1-K1-A12 

BLASTX 

g3776029 

771 

2.0e-82 

151 

100 

(AJ010476) RNA helicase [Arabidopsis thaliana] 
164630 

LIB3177-07 9-P1-K1-A2 

BLASTN 

g857373 

233 

l.Oe-128 

314 

100 

Arabidopsis thaliana mRNA for phosphoinositide specific 
phospholipase C, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164631 

LIB3177-079-P1-K1-A4 

BLASTN 

g4454004 

245 

l.Oe-135 

285 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F24A6 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164632 

LIB3177-079-P1-K1-A5 

BLASTX 

gl495269 



22050 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388 

l.Oe-37 

112 

71 

(X97829) product similar to ccr protein. Citrus paradisi; 
PIR: S52663 [Arabidopsis thaliana] 

>gi_1550735_emb_CAA66824_^ (X98130) unknown [Arabidopsis 
thaliana] 





X Dfl D J J 


Seq. ID 


T.TR'^1 77-07 Q-PI-KI - Afi 


rue Lnoa 


DliHo i A 




g^io^uo 1 






t~t V Cl J- LI C 


1 . *J C J X 


Match Ipnath 


115 


% identity 


54 


NCBI Description 


ELONGATION FACTOR 1 BETA' >gi_322851 pir S29224 




translation elongation factor eEF— 1 beta* chain — r: 




->gi_^io ioi_aDj_BAAU^i^:o J_ (Di^o^l) elongation factor 




[Oryza sativa] 


oecj . iNo . 


X tDfl D J 4 


oeq. xu 


LlBoi / /-U /y-Pl-Kl-Ao 




OT a QTM 




gX0DD^7D 


BIlAST score 


43 


E value 


2.0e-15 


rid CO 11 xengun 


ox 




y o 


vtK^Di uescripx-xon 


Arabidopsis thaliana recombination and DNA-damage 




resisuance protein ^UKiix^; mKiNA, complete cds 


o e q . IN o . 




O CV.^ ■ XL/ 


ijlnoi / / — U rl J\l nx 


L ie UiiWU 


oXjM.O 1 A 


NCBI GI 


04262180 


BLAST score 


511 


E value 


4.0e-52 


1.JCIL.011 Xt^liUL.Xi 


QQ 
-/ _? 


o XUCliLXL^ 




ln^l-^dx uescrxpL-xon 


l/\uuuoDUoj ^yo/Li L AJ^3Diaopsis tnalianaj 


Seq. No. 


164636 


Seq, ID 


LIB3177-079-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3047117 


BLAST score 


440 


E value 


8.0e-44 


Match length 


117 


% identity 


74 


NCBI Description 


(AF058919) similar to ATP-dependent RNA helicases 




[Arabidopsis thaliana] 


Seq. No. 


164637 


Seq. ID 


LIB3177-079-P1-K1-B11 


Method 


BLASTX 



1 beta* 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4741960 
507 

2.0e-51 

116 

84 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
164638 

LIB3177-079-P1-K1-B12 

BLASTX 

gl402908 

670 

l.Oe-70 

129 

100 

{X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ {X98777) peroxidase ATP16a 

[Arabidopsis thaliana] >gi_4455802_emb_CAB37193_ {AJ133036) 
peroxidase [Arabidopsis thaliana] 

164639 

LIB3177-079-P1-K1-B2 

BLASTX 

gl708577 

293 ^ 

l.Oe-26 

68 

68 

TRYPSIN INHIBITOR 2 PRECURSOR (MTI-2) 

>gi_2129818_pir S65661 trypsin inhibitor 2 - white mustard 

>gi_1054853_einb_CAA58 994__ {X84208) trypsin inhibitor 2 
[Sinapis alba] >gi_27 9135 6_emb_CAA7 611 6_ {Y16190) trypsin 
inhibitor 2 [Sinapis alba] 

164640 

LIB3177-079-P1-K1-B3 

BLASTX 

g3261659 

166 

l.Oe-11 

66 

48 

(Z81368) hypothetical protein Rv2419c [Mycobacterium 
tuberculosis] 

164641 

LIB3177-07 9-P1-K1-B4 

BLASTN 

g3236479 

137 

5.0e-71 

365 

97 

Arabidopsis thaliana BAG F9H3, from chromosome IV near 18.8 
cM/ complete sequence 



Seq. No. 



164642 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-079-P1-K1-B5 

BLASTX 

gll70089 

656 

5.0e-69 

129 

100 

GLUTATHIONE S-TRANSFERASE ERDIb (CLASS PHI) 

>gi_481822__pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 97789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 {AC004669) glutathione 
S-transf erase [Arabidopsis thaliana] 

164 64 3 

LIB3177-079-P1-K1-B6 

BLASTX 

g3176690 

736 

3.0e-78 

155 

99 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 



[Arabidopsis thaliana] 
164644 

LIB3177-079-P1-K1-B7 

BLASTX 

gl402914 

463 

2.0e-46 

92 

100 

(X98318) peroxidase [Arabidopsis thaliana] 
164645 

LIB3177-07 9-P1-K1-B8 

BLASTX 

g3702323 

410 

3.0e-40 

93 

85 

(AC005397) unknown protein [Arabidopsis thaliana] 
164646 

LIB3177-079-P1-K1-B9 

BLASTX 

g2281086 

182 

l.Oe-13 

62 

52 

{AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 



22053 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164647 

LIB3177-079-P1-K1-C1 

BLASTN 

g3367500 

108 

l.Oe-53 

398 

100 

REVERSE-COMPLEMENT OF: F23J3 . GCG. SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

164648 

LIB3177-079-P1-K1-C10 

BLASTN 

g298b757 

286 

l.Oe-160 

343 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

164649 

LIB3177-079-P1-K1-C11 

BLASTN 

g3738275 

384 

O.Oe+00 

384 . 
100 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164650 

LIB3177-079-P1-K1-C12 

BLASTX 

gl32074 

602 

l.Oe-62 

110 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 
Al precursor - Arabidopsis thaliana 

164651 

LIB3177-079-P1-K1-C2 

BLASTX 

g4115377 

449 

7,0e-45 

109 

78 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 



164652 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3177-079-P1-K1-C3 

BLASTX 

g2407802 

359 

4.0e-34 

75 

97 

(Y12576) histone H2B [Arabidopsis thaliana] 
164653 

LIB3177-079-P1-K1-C4 

BLASTX 

g2160182 

188 

4 .Oe-14 

133 

38 

(AC000132) ESTs gb_ATTS1236, gb_T4 3334 , gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 

164654 

LIB3177-079-P1-K1-C5 

BLASTX 

g2911042 

579 

6.0e-60 

120 

100 

{AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 

164655 

LIB3177-079-P1-K1-C6 

BLASTX 

g2244750 

421 

l.Oe-41 

85 

95 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

164656 

LIB3177-079-P1-K1-C7 

BLASTX 

g2708751 

210 

8.0e-17 

78 

58 

{AC003952) hypothetical protein [Arabidopsis thaliana] 
164657 

LIB3177-079-P1-K1-C8 

BLASTX 

g2832625 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



330 

7.0e"31 

70 

86 

{AL021711) putative protein [Arabidopsis thaliana] 
164658 

LIB3177-079-P1-K1-C9 

BLASTN 

g2342673 

245 

l.Oe-135 

249 

100 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

164659 

LIB3177-079-P1-K1-D10 

BLASTN 

g2815404 

158 

9.0e-84 

222 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4, complete sequence [Arabidopsis thaliana] 

164660 

LIB3177-07 9-P1-K1-D11 

BLASTX 

g282865 

508 

7.0e-52 

104 

68 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164661 

LIB3177-079-P1-K1-D12 

BLASTN 

g2351062 

182 

8.0e-98 

394 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 

164662 

LIB3177-079-P1-K1-D2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



gl621268 
149 

4 .Oe-10 

35 

80 

{Z81012) unknown [Ricinus communis] 
164663 

LIB3177-079-P1-K1-D3 

BLASTX 

g2739371 

571 

5.0e-59 

110 

100 

(AC002505) unknown protein [Arabidopsis thaliana] 
164664 

LIB3177-079-P1-K1-D4 

BLASTX 

gl32102 

726 

4.0e-77 

140 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B)' >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

164665 

LIB3177-079-P1-K1-D5 

BLASTN 

g2673901 

255 

l.Oe-141 

438 

99 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164666 

LIB3177-079-P1-K1-D6 

BLASTX 

g2244762 

478 

4.0e-48 

119 

75 

(Z97335) major latex protein [Arabidopsis thaliana] 
164667 

LIB3177-079-P1-K1-D7 

BLASTX 

g2642215 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



185 

7.0e-14 

34 

100 

(AF030386) NOI protein [Arabidopsis thaliana] 

164668 • ■ 

LIB3177-079-P1-K1-D8 

BLASTX 

g4678322 

530 

2.0e-54 

121 

87 

(AL049658) putative protein [Arabidopsis thaliana] 
164669 

LIB3177-079-P1-K1-D9 

BLASTX 

g2880049 

265 

4 .Oe-23 

102 

55 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
164670 

LIB3177-079-P1-K1-E1 

BLASTX 

gl619300 

385 

3.0e-37 

81 

86 

(X95269) LRR protein [Lycopersicon esculentum] 
164671 

LIB3177-079-P1-K1-E10 

BLASTX 

g2842490 

447 

2.0e-44 

120 

73 

(AL021749) heat-shoc)c protein [Arabidopsis thaliana] 
164672 

LIB3177-079-P1-K1-E11 

BLASTX 

g4503523 

172 

3.0e-27 

154 

47 

UNKNOWN >gi_2351378 (U54558) translation initiation factor 
eIF3 p66 subunit [Homo sapiens] >gi_4200328 emb CAA18440 
(AL022313) EIF3-P66 [Homo sapiens] ~ ~ 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164673 

LIB3177-079-P1-K1-E12 

BLASTX 

g2191138 

597 

5,0e-62 
119 
99 

(Ar007269) 
thaliana] 



A_IG002N01 . 18 gene product [Arabidopsis 



164674 

LIB3177-079-P1-K1-E2 

BLASTN 

g2244991 

309 

l.Oe-173 

414 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

164675 

LIB3177-079-P1-K1-E3 

BLASTX 

g4507131 

329 

l.Oe-30 

74 

78 

small nuclear ribonucleoprotein polypeptide F 
>gi_1085384_pir_S55053 Sm protein F - human 
>gi_806564_emb_CAA59688_ {X85372) Sm protein F [Homo 
sapiens] 

164676 

LIB3177-079-P1-K1-E4 

BLASTN 

g3033373 

120 

8.0e-61 

132 

82 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164677 

LIB3177-079-P1-K1-E5 

BLASTN 

g3883123 

181 

2.0e-97 

224 

97 

Arabidopsis thaliana arabinogalactan-protein {AGP3) mRNA, 
complete cds 



22059 



Seq. No. 


164678 


Seq. ID 


LIB3177-079-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4678328 


BLAST score 


387 


E value 


2.0e-37 


Match length 


128 


% identity 


57 


NCBI Description 








Seq. No, 


164679 


Seq. ID 


LIB3177-079-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g2275194 


BLAST score 


73 


E value 


7 . Oe-33 


Match length 


130 


% identity 


99 


NCBI Description 


AT^Plhi HnD'^l c* l-Vial i ana hi -Kr\Tnr\ c r\m o TT TiJiC THQTI 1 




oc^ucin^c , ouiiipj.tr utr ocquence L-rtraDiciopsis unaxi 


Seq. No, 


164680 


Seq. ID 


LIB3177-079-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


gl6249 


BLAST score 


97 


E value 


2,0e-47 


Match lengtii 


104 ' 


% identity 


98 


NCBI Descrintion 


rt. . uiidx-L diid iiir\iNM xux ^u, Ziii superoxxQe QisitiUuase 


Seq. No. 


164 681 


Seq. ID 


LIB3 1 77-07 9-Pl-Kl-Fl 


Method 


BLASTN 


NCBI GI 


g3869065 


BLAST score 


273 


E value 


l.Oe-152 


Match length 


331 


% identity 


99 


NCBI Description 


ZlT^aW"! ooo^i^ i~V^alnana (^oti/^ttit r"* F^KTZi r^Vi T~/^m/^ c? /-^m^^i R 
ciA-'-L'^upo X o LiidXXdiid ^criiUlUXC' UiNrt.^ Cili OlUOSOlue D^ 




PC? 4 M7 r^OTTiTi 1 ^"h <a Q omi on r^o F Zi T~a "K t H/-\-r\cj -io +-V*=>l-Jra-»^^' 
i-\£~'mf f V— Vj'iiipxc u c o c^^Licsiiotr [rtX diJXUvJpo X o L-iidXxana 


Seq. No. 


164682 


Seq. ID 


LIB3177-079-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4587681 


BLAST score 


484 


E value 


8.0e-49 


Match length 


94 


% identity 


100 



NCBI Description (AC007197) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 



164683 

LIB3177-079-P1-K1-F11 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2828186 
231 

l.Oe-127 

442 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18I23, complete sequence [Arabidopsis thaliana] 

164684 

LIB3177-079-P1-K1-F12 

BLASTX 

q4835226 

171 

3.0e-12 

54 

59 

(AL049862) putative protein [Arabidopsis thaliana] 
164685 

LIB3177-079-P1-K1-F2 

BLASTX 

g4218123 

423 

l.Oe-41 

136 

65 

(AL035353) photosystem I subunit PSI-E-like protein 
[Arabidopsis thaliana] 

164686 

LIB3177-079-P1-K1-F4 

BLASTX 

gll5767 

670 

l.Oe-70 

124 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164687 

LIB3177-079-P1-K1-F5 

BLASTX 

gl399275 

4 90 

2.0e-49 

108 

85 

(U31835) calmodulin-domain protein kinase CDPK isoform 6 
[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



22061 



Seq. No. 


164688 


Seq.. ID 


LIB3177-079-P1-K1-F7 


Method 


BLASTN 


NCBI. GI 


gl6375 


BLAST score 


75 


E value 


-9.0e-35 


Match 1 pnrrth 


83 


% identity 


98 


NCBI Desprintinn 


r\ * Liidxxciiici \ljn\^tr rvD ±H\J ) J.<Ji cnxoropny±± a/D OXnQl 




nT"o1~ o "i n 

wX l^lvC^Xll 


Seq. No. 


164689 


Seq. ID 


LIB3177-079-Pl-Kl~F8 


Method 


BLASTX 


NCBI GI 


g2492514 


BLAST score 


542 


E value 


1 . Oe-55 


Match lencrth 

L XCL \^ V^l X ^ %^ X X \^ \^ X X 


125 


o J. 1 1 1. J. i— y 


O \J 


NCBI Descrintion 


y^Ljuu L'x V X o xVk^iN IT i\wii-jXln c 1 on nwraVjijV^o ]rr\l_j\^Ur\oL/r\ 




-^yi X40JZX0 eniD ^^/ifiDoxfii \j\yyoUo) cmoropiast rtSH 




pxuucaoc L'^-^^^J-Ciopsis t.na±ianaj 


Sea. No. 


164 690 


Seq. ID 


LIB3177-079-P1-K1-G1 


Method 


BLASTX 


NCBI GI 




BLAST score 


576 


i— 1 V O X Lie 


J. . J -3 


Matph l*=*nrr1"h 


141 






MPRT n*= c; r-T" 1 r^+* 1 on 

ViK^Od. L/C: O ^./X L. X Wli 


^/ijjuJoooD^ puLauive protein [/\raDiaopsis tnaj.ianaj 


Seq. No. 


164691 


Seq. ID 


LIB3177-07 9-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g4678705 


BLAST score 


55 


E value 


4 . Oe-22 


Match If^nn'hh 


225 


% identity 


82 


NCBI Descriotion 


■".J- dUXU-U^o X o UildX Xdllct UlNrl L. fix OHIO SOIUe fi ^ DH-L- CiOne CXUW/ 






Seq. No. 


164692 


Seq. ID 


LIB3177-079-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2244868 


BLAST score 


706 


E value 


7.0e-75 


Match length 


135 


% identity 


100 


NCBI Description 


(Z97337) cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


164693 


Seq. ID 


LIB3177-07 9-P1-K1-G3 



22062 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464621 

197 

9.0e-16 

46 

87 

60S RIBOSOMAL PROTEIN L6 
ribosomal protein ML16 - 



{YL16-LIKE) >gi_280374_pir S28586 

common ice plant 
>gi_19539_emb_CAA49175_ {X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



164694 

LIB3177-07 9-P1-K1-G4 

BLASTX 

gll5767 

775 

7.0e-83 

147 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164695 

LIB3177-07 9-P1-K1-G5 

BLASTX 

gl575754 

480 

3.0e-48 

129 

78 

{U70616) ADP glucose pyrophosphorylase small subunit 
[Arabidopsis thaliana] 

164696 

LIB3177-079-P1-K1-G7 

BLASTN 

g4468801 

246 

l.Oe-136 

363 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6G17 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164697 

LIB3177-07 9-P1-K1-G8 

BLASTX 

gl32074 

678 

l.Oe-71 

125 

99 
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NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164698 

LIB3177-079-P1-K1-G9 
BLASTN 
g4757409 
77 

4.0e-35 
432 
67 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVCB, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 


164699 


Seq. ID 


LIB3177-079-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


03478700 


BLAST score 


508 


E value 


9. Oe-52 


Match length 


113 


% identity 


88 


NCBI Description 


(AF034387) AFT protein [Arabidopsis thaliana] 


Seq. No. 


164700 


Seq. ID 


LIB3177-079-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4263791 


BLAST score 


333 


E value 


4 .Oe-31 


Match length 


61 


% identity 


100 


NCBI Description 


(AC006068) putative receptor protein kinase I 




thaliana] 


Seq. No. 


164701 


Seq. ID 


LIB3177-079-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


400 


E value 


2.0e-39 


Match length 


87 


% identity 


95 



NCBI Description 60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164702 

LIB3177-079-P1-K1-H12 

BLASTX 

g2894596 

291 

2.0e-38 

118 

67 

{AL02188 9) putative protein [Arabidopsis thaliana] 



22064 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164703 

LIB3177-079-P1-K1-H3 

BLASTX 

g2828267 

521- 

4.0e-53 

127 

83 

(Y14044) geranylgeranyl reductase [Arabidopsis thaliana] 
164704 

LIB3177-079-P1-K1-H4 

BLASTN 

g2252848 

151 

2.0e-79 

302 

97 

Arabidopsis thaliana BAC TM018A10 
164705 

LIB3177-079-P1-K1-H5 

BLASTN 

g2264310 

191 

.l.Oe-103 
392 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKPll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164706 

LIB3177-079-P1-K1-H6 

BLASTX 

g3913418 

633 

2,0e-66 

121 

99 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_15317 63_emb_CAA69073_ {Y07765) 
S-adenosylmethionine decarboxylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164707 

LIB3177-079-P1-K1-H7 

BLASTX 

g3184098 

416 

8.0e-41 

141 

59 

(AL023777) 
pombe] 



coenzyme a synthetase [Schizosaccharomyces 



Seq, No, 
Seq. ID 



164708 

LIB3177-079-P1-K1-H8 



22065 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g4467094 

312 

l.Oe-175 

320 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



164709 

LIB3177-080-P1-K1-A1 

BLASTN 

g4519191 

120 

2.0e-61 

141 

95 

Arabidopsis thaliana genomic 
K9P8, complete sequence 



F20D10 



DNA, chromosome 5, TAC clone 



164710 

LIB3177-080-P1-K1-A10 

BLASTX 

g4417280 

521 

3.0e-53 

124 

86 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
164711 

LIB3177-080-P1-K1-A12 

BLASTN 

g3985934 

115 

7.0e-58 

309 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJE7, complete sequence [Arabidopsis thaliana] 

164712 

LIB3177-080-P1-K1-A2 
BLASTX 
g4539419 
288 

l.Oe-27 

7-7 
82 

(AL049171) 
thaliana] 



PI clone: 



putative ribosomal protein [Arabidopsis 



164713 

LIB3177-080-P1-K1-A5 

BLASTX 

g4678349 

312 



22066 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-29 

91 

30 

(AL049659) putative protein [Arabidopsis thaliana] 
164714 

LIB3177-080-P1-K1-A6 

BLASTN 

g3985952 

274 

l.Oe-153 

290 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 

164715 

LIB3177-080-P1-K1-A8 

BLASTN 

g4741959 

56 

2.0e-23 

56 

100 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164716 

LIB3177-080-P1-K1-A9 

BLASTN 

g4581161 

89 

7.0e-43 

121 

93 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

164717 

LIB3177-080-P1-K1-B1 

BLASTX 

gll72872 

414 

4.0e-41 

76 

100 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856^pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_4 35618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

164718 

LIB3177-080-P1-K1-B10 

BLASTN 

g2244788 



22067 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



51 

l.Oe-20 

59 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No - 

164719 

LIB3177-080-P1-K1-B11 

BLASTN 

g4510323 

135 

4.0e-70 

201 

54 

Arabidopsis thaliana BAG T7B11 from chromosome IV near 1 
cM, complete sequence 

164720 

LIB3177-080-P1-K1-B12 

BLASTN 

g2656028 

213 

l.Oe-116 

243 

99 

Arabidopsis thaliana genomic DNA, 
MNF13 



chromosome 5, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164721 

LIB3177-080-P1-K1-B3 

BLASTX 

g4835233 

344 

l.Oe-32 . 

70 

99 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

164722 

LIB3177-080-P1-K1-B4 

BLASTN 

g3252804 

82 

6.0e-39 

82 

100 

Arabidopsis thaliana chromosome II BAG F26C24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164723 

LIB3177-080-P1-K1-B5 

BLASTX 

gl732570 

148 

5.0e-10 



22068 



Match Ipnrrt'h 




% identity 


100 


NCBI Descriotion 




Seq. No. 


164 724 


Seq. ID 


LTR'^1 77-nfin-P1 -PCI -Rfi 


Method 


BLASTN 


NCBI GI 


gl769904 


BLAST score 


87 


E value 


1 Op-41 


Match Ipnrrth 


X ^ 7 


% identity 


91 


NCBI Dpscrintion 


A.unaxiana psDtr gene 


Seq. No. 


164725 


Seq. ID 


XIXU<>JX / / X i\X OO 


Method 


BLASTN 


NCBI GI 


g3355463 


BLAST score 


124 


E value 


l.Oe-63 


Match length 


164 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence^.. [Arabidopsis thaliana] 
164726 

LIB3177-080-P1-K1-B9 

BLASTX 

g4204285 

282 

9.0e-26 

63 

81 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

164727 

LIB3177-080-P1-K1-C12 

BLASTX ' 

gll69201 

286 

7.0e-26 

87 

72 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_4 21830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRTl 12 [Arabidopsis thaliana] 

164728 

LIB3177-080-P1-K1-C2 

BLASTN 

g4691223 

133 

6.0e-69 

197 

99 

Arabidopsis thaliana DNA chromosome 3, BAG clone F4F15 



22069 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164729 

LIB3177-080-P1-K1-C3 

BLASTN 

g4691223 

131 

6.0e-68 

135 

99 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F4F15 



164730 

LIB3177-080-P1-K1-C4 

BLASTX 

g730645 

229 

l.Oe-19 

52 

90 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir_S434 12 ribosomal 
protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679 

(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 

[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 4 OS ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
- thaliana] 

164731 

LIB3177-080-P1-K1-C5 

BLASTX 

g2738248 

491 

6.0e-50 

92 

99 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

164732 

LIB3177-080-P1-K1-C6 

BLASTN 

g2264316 

52 

2.0e-20 

304 

40 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 

164733 

LIB3177-080-P1-K1-C7 

BLASTN 

g2618601 

148 



22070 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-78 

160 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 

164734 

LIB3177-080-P1-K1-C8 

BLASTX 

g3023857 

238 

l.Oe-20 

49 

53 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 

PROTEIN >gi_629591_pir S48839 guanine nucleotide 

regulatory protein - rape >gi_563335_emb_CAA83924_ (Z3364 3) 
guanine nucleotide regulatory protein [Brassica napus] 



Sea No 


164735 


Seq, ID 


LIB3177-080-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2570338 


BLAST score 


432 


E value 


7.0e-43 


Match length 


87 


% identity 


100 


NCBI Description 


(U90927) glyoxalase II 


Seq. No. 


164736 


Seq. ID 


LIB3177-080-P1-K1-D1 


Mpi" hinH 


RT.ASTX 


NCBI GI 


g4454036 


BLAST score 


427 


E value 


2.0e-42 


Match length 


79 


% identity 


99 


NCBI Description 


{AL035394) putative maj 




thaliana] 


Seq. No. 


164737 


Seq. ID 


LIB3177-080-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g99759 


BLAST score 


415 


E value 


4.0e-41 


Match length 


82 


% identity 


95 * 


NCBI Description 


superoxide dismutase (E( 




thaliana (fragment) 


Seq. No. 


164738 


Seq. ID 


LIB3177-080-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3157924 


BLAST score 


190 


E value 


2.0e-14 



1.15.1.1) (Fe) - Arabidopsis 



22071 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



58 
71 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H7 6425, gb_T13883, 
gb_T45348, gb_H37743, gb_AA042634, gb_Z26960 and gb_Z25951 
come from this gene. There is a similar ORF on the 
opposite strand. [... >gi_4063707 {AF104327) extensin-like 
protein [Arabidopsis thaliana] 

164739 

LIB3177-080-P1-K1-D12 

BLASTX 

g4406814 

429 

2.0e-42 

88 

98 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 

164740 

LIB3177-080-P1-K1-D2 

BLASTX 

gl363489 

289 

l.Oe-26 

54 

100 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052__emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164741 

LIB3177-080-P1-K1-D3 

BLASTX 

g4741952 

270 

2.0e-24 

56 

93 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
164742 

LIB3177-080-P1-K1-D4 

BLASTX 

g2129630 

654 

9.0e-69 

118 

99 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 

16474^3 

LIB3177-080-P1-K1-D7 
BLASTX 



22072 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2262164 
201 

3.0e-16 

64 

66 

{AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164744 

LIB3177-080-P1-K1-D8 

BLASTX 

g4725950 

237 

5.0e-20 

92 

58 

(AL049730) putative Phospholipase D [Arabidopsis thaliana] 
>gi_4725951_einb_CAB41722. 1_ (AL049730) putative 
proline-rich protein [Arabidopsis thaliana] 

164745 

LIB3177-080-P1-K1-D9 

BLASTN 

g4335711 

178 

l.Oe-95 

202 

98 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164746 

LIB3177-080-P1-K1-E1 

BLASTX 

gll5767 

630 

6.0e-66 

123 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164747 

LIB3177-080-P1-K1-E10 

BLASTX 

g3193323 

584 

l.Oe-60 

116 

99 

{AF069299) similar to ribosomal protein S13 (Pfam; SlS.hmm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 



22073 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



protein S13 (fragment) (SW: P49203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 

164748 

LIB3177-080-P1-K1-E11 

BLASTX 

gll69201 

328 

l.Oe-30 

95 

76 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

164749 

LIB3177-080-P1-K1-E12 

BLASTX 

gl33872 

235 

l.Oe-19 

71 

62 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CSl) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_3224 04_pir ^A44121 small subunit ribosomal 

protein CSl, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
{X66135) ribosomal protein SI [Spinacia oleracea] ~ 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

164750 

LIB3177-080-P1-K1-E2 

BLASTX 

gl732570 

47 

3.0e-27 

80 

81 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
164751 

LIB3177-080-P1-K1-E3 

BLASTN 

g3985931 

132 

3.0e-68 

234 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K21H1, complete sequence [Arabidopsis thaliana] 

164752 

LIB3177-080-P1-K1-E4 

BLASTN 

g3193311 

38 



22074 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-12 

58 

91 

Arabidopsis thaliana BAC F6N15 

164753 
-LIB3177-080-P1-K1-E5 
BLASTN 
g4589410 
25 

4.0e-05 

59 

49 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F2015/ complete sequence 

164754 

LIB3177-080-P1-K1-E6 

BLASTN 

g58298 

138 

5.0e-72 

166 

96 

Synthetic DNA for A. thaliana atslA leader spliced to 
B, thuringiensis CrylA(c) 

164755 

LIB3177-080-P1-K1-E7 

BLASTN 

g4585918 

48 

2.0e-18 

120 

85 

Arabidopsis thaliana chromosome II BAC F1013 genomic 
sequence, complete sequence 

164756 

LIB3177-080-P1-K1-E9 

BLASTN 

g4309683 

84 

7.0e-40 

92 

98 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

164757 

LIB3177-080-P1-K1-F1 

BLASTX 

g4704613 

305 

4.0e-28 

72 

86 



22075 



NCBI Description 



(AF109695) monodehydroascorbate reductase [Brassica juncea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164758 

LIB3177-080-P1-K1-F10 

BLASTX 

g4220485 

255 

5.0e-22 

49 

98 

(AC006069) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



164759 

LIB3177-080-P1-K1-F11 

BLASTN 

g4678291 

212 

l.Oe-116 

358 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F28P10 



164760 

LIB3177-080-P1-K1-F3 

BLASTX 

gl32110 

394 

2.0e-38 

78 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 



164761 

LIB3177-080-P1-K1-F5 

BLASTN 

g3449329 

190 

l.Oe-102 

397 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDH9, complete sequence [Arabidopsis thaliana] 

164762 

LIB3177-080-P1-K1-F6 

BLASTN 

g2970638 

35 

2.0e-10 
71 



PI clone: 



22076 



% identity 

NCBI Description 



87 

Brassica napus unknown gene, complete cds 



Seq. No. 


164763 


Seq. ID 


LIB3177-080-Pl-Ki-Gl 


Method 


BLASTX 


NCBI GI 


al871577 


BLAST score 


188 










% identit"v 


65 


NCBI Description 


(Y11553) Dutative 21kD 


Sea No 


164764 


Seq. ID 


LIB3177-080-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


^ 1 ^ X o ^ u 


BLAST score 


240 


Hi V dJ. LXC 


O . VJ ^ X 


Match length 


71 




U -J 




t^iixux upiiyx X a/D Dxnaing 




>ai PQRD'^fi pmh rAASn712 
•^yx ^ \j \j ^ \j x^LiixJ \^r\r\-^\j 1 d, 




thaliana ] 


Seq. No. 


164765 


Seq. ID 


LIB3177-080-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g282865 


BLAST score 


812 


E value 


3.0e-87 


Match length 


150 


% identity 


78 



Arabidopsis thaliana 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095. 1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164766 

LIB3177-080-P1-K1-G12 

BLASTX 

g4539009 

643 

2.0e-67 

140 

82 

(AL04 9481) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164767 

LIB3177-080-P1-K1-G2 

BLASTX , 

g3600055 

330 

6.0e-31 
103 



22077 



% identity 

NCBI Description 



63 

(AF080120) contains similarity to Pisum sativiim disease 
resistance response protein 206-d (GB:U11716) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI , - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164768 

LIB3177-080-P1-K1-G3 

BLASTX 

gl32110 

423 

5.0e-46 

98 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

164769 

LIB3177-080-P1-K1-G4 

BLASTN 

g2264317 

110 

2.0e-55 

118 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

164770 

LIB3177-080-P1-K1-G6 

BLASTN 

g21142 

39 

5.0e-13 

55 

93 

Mustard mRNA for cytosolic glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH, NAD-specif ic; EC 1.2.1.12) 

164771 

LIB3177-080-P1-K1-G7 

BLASTN 

g2264317 

246 

l.Oe-136 

246 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 

164772 

LIB3177-080-P1-K1-G8 
BLASTN 
g3402671 



PI clone : 



22078 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

l.Oe-19 

54 

60 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164773 

LIB3177-080-P1-K1-H1 

BLASTX 

g2118220 

164 

l,0e-ll 

47 

72 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-Pl) - Arabidopsis thaliana >gi_926929 {L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb__CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812, 1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493. 1_AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 

164774 

LIB3177-080-P1-K1-H10 

BLASTN 

g4220635 

437 

0. Oe+00 

461 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 

164775 

LIB3177-080-P1-K1-H11 

BLASTX 

g3882273 

155 

2.0e-10 

97 

30 

(AB018319) KIAA0776 protein [Homo sapiens] 
164776 

LIB3177-080-P1-K1-H12 

BLASTX 

g2914700 

556 

3.0e-57 

151 

77 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 



22079 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164777 

LIB3177-080-P1-K1-H2 

BLASTX 

92398679 

408 

6.0e-40 

84 

90 

(Y14797 ) 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase [Morinda citrifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164778 

LIB3177-080-P1-K1-H3 

BLASTX 

gll71770 

106 

6.0e-23 

61 

97 

NITRILASE 3 >gi_508735 (U09959) nitrilase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164779 

LIB3177-080-P1-K1-H4 

BLASTX 

g3953458 

532 

2.0e-54 

132 

83 

(AC002328) F20N2.3 [Arabidopsis thaliana] 



164780 

LIB3177-080-P1-K1-H5 

BLASTN 

g4490734 

416 

O.Oe+00 

416 

100 

Arabidopsis thaliana DNA chromosome 4, 
project) 



BAC clone (ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164781 

LIB3177-080-P1-K1-H6 

BLASTX 

gll70191 

516 

l.Oe-52 

116 

91 

HOMEOBOX PROTEIN HDl >gi_107 644 9_pir S4 7535 

homeodomain-containing protein - rape 

>gi_453949_emb_CAA82314_ {Z29073) homeodomain-containing 
protein [Brassica napus] >gi_1090522_prf 2019252A homeobox 



22080 



protein [Brassica napusj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164782 

LIB3177-080-P1-K1-H7 

BLASTX 

gll5767 

656 

5.0e-69 

127 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164783 

LIB3177-080-P1-K1-H8 

BLASTN 

gl877523 ■ 

54 

l.Oe-21 

234 

92 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 

164784 

LIB3177-080-P1-K1-H9 

BLASTX 

g541858 

441 

5.0e-44 

86 

97 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 694 84_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] . 

164785 

LIB3177-081-P1-K1-A1 

BLASTX 

g4741960 

365 

4 .Oe-35 

90 

80 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
164786 

LIB3177-081-P1-K1-A10 

BLASTX 

gl31187 

304 
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E value 
Match length 
% identity 
NCBI Description 



3.0e-28 

60 

87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_72681_pif F1SP3 photosystem I chain III precursor 

spinach >gi_21303_emb_CAA31523_ (X13133) PSI subunit IV 
preprotein (AA -77 to 154) [Spinacia oleracea] 





>*gi_<i-t DiDD prr i^uzoda pnoLOsystem 




[Spinacia oleracea] 


oeg. wo. 


1 (^/l T Q "7 


oeq. xU 


TTn'31'7'7_r*Q1 Dl If] All 

LtXool / /-UoX-rX-r\i-AiX 


iTltr tnOQ 


DT Zi CTY 


IN v_, D X \jL 


g^i 0 OXH OH 


BLAST score 


503 


E value 


4.0e-51 


Match length 


132 


% identity 


77 


NCBI Description 


(AC006224) unknown protein [Arabidops 


Seq. No. 


164788 


Seq. ID 


LIB3177-081-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g4309683 


BLAST score 


163 


E value 


9.0e-87 


Match length 


234 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC 



complete sequence [Arabidopsis thaliana] 



Seq. No. 


164789 


Seq. ID 


LIB3177-081-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4741962 


BLAST score 


198 


E value 


7.0e-16 


Match length 


53 


% identity 


74 


NCBI Description 


(AF134131) PsbS protein [Arabidopsis 


Seq. No. 


164790 


Seq. ID 


LIB3177-081-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g4741953 


BLAST score 


42 


E value 


4 .Oe-15 


Match length 


58 


% identity 


93 


NCBI Description 


Arabidopsis thaliana Lhcb4.2 protein 




complete cds 


Seq. No. 


164791 


Seq. ID 


LIB3177-081-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2911078 



.2) mRNA, 
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BLAST ^rnrf^ 




i-j V a jL u c 






117 
X i / 








i/Ujuziyou; putarive protexn tAraoiaopsis thalianaj 


Seq. No - 


1 fi47Q9 


Seq. ID 


T.TR'^1 77-081 - PI -K"! - nf; 
xiXDji / / VOX jrx r\X rio 


Method 


BLASTX 


NCBI GI 


g2501812 








ft rio-m 




117 
XX/ 




0 *i 




tuyxDuyj giycoiate oxidase LArabidopsis thaliana] 


C VkJ ■ V>ir . 


1 fi47Q^ 
X u *i / y J 


Seq. ID 


T TR'^1 77-nP1 — PI — Pfl - BQ 
XtXDjx / / UOX irx f\X Ht7 


Method 


BLASTX 


NCBI GI 


g2213595 






o V a J. Lie; 


c: Oo-Sn 
J , \je J u 




1 m 






iN\^ox !Jc oQ^i xij t. J. on 


vAi^uuuo^oj i/Ny.io L'^i^sDiaopsis tnalianaj 




1 7 Q4 
X D ft / y fl 


O ■ X u 


T T P"^ 1 7 7 — HQ 1 — D1 1*^1 m 


Method 


RT.A*^TN 


NCBI GI 


g3985958 


BLAST score 


209 


Hi vox LiC 


1 Ho- 1 1 4 

X . ue X X *i 


Ms'hr^h 1 onrri~h 


H DO 


o x^atrllLXuy 


1 on 
X u u 


LN^OX L/C O ^X Xp L X UIl 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MZNl, complete sequence [Arabidopsis thaliana] 


*^orr NTn 


1 fi47 


Seq. ID 


LIB3177-084-Pl-K'1 -R1 D 
-Lixijjx f t vy OX JT X rvx oxu 


Method 


BLASTX 


NCBI GI 


g282865 


BLAST score 


342 


E value 


2.0e-32 


Match length 


73 


% identity 


88 



NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



chlorophyll a/b-binding protein- Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095,l_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164796 

LIB3177-081-P1-K1-B12 

BLASTX 

g4827050 

181 



22083 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-14 

58 

60 

ubiquitin specific protease 14 (tRNA-guanine 
transglycosylase) >gi_1729927_sp_P5.4578_TGT_HUMAN QUEUINE 
TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE TRANSGLYCOSYLASE) 
(GUANINE INSERTION ENZYME) >gi_940182 (U30888) tRNA-Guanine 
Transglycosylase [Homo sapiens] 

164797 

LIB3177-081-P1-K1-B2 

BLASTX 

g3548810 

169 

3.0e-12 

78 

42 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

164798 

LIB3177-081-P1-K1-B3 

BLASTX 

g2246621 

218 ■ 

8.0e-18 

57 

82 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 

164799 

LIB3177-081-P1-K1-B4 
.BLASTX 
g2119846 
700 

4.0e-74 

136 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_einb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164800 

LIB3177-081-P1-K1-B5 

BLASTN 

g3386593 

40 

2.0e-13 

120 

83 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22084 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164801 

LIB3177-081-P1-K1-B6 

BLASTX 

g2559012 

126 

5.0e-18 

75 

65 

(AF026293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi 4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 

164802 

LIB3177-081-P1-K1-B7 

BLASTN 

g4220640 

53 

l.Oe-21 

73 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPEll, complete sequence [Arabidopsis thaliana] 

164803 

LIB3177-081-P1-K1-B9 

BLASTN 

g4585952 

163 

l.Oe-86 

336 

99 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 

164804 

LIB3177-081-P1-K1-C1 

BLASTX 

gl706772 

449 

5.0e-47 

99 

95 

FARNESYL-DI PHOSPHATE FARNESYL TRANSFERASE (SQUALENE 
SYNTHETASE) (SQS) (SS) (FPPrFPP FARNESYLTRANSFERASE) 

>gi_1076324_pir S54251 farnesyl-diphosphate 

farnesyltransf erase (EC 2.5.1.21) - Arabidopsis thaliana 
>gi_798820_emb_CAA60385_ (X86692) farnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] 
>gi_806325_dbj_BAA06103_ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi_2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 

>gi_3096933_emb_CAA18843.1_ (AL023094) farnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] >gi_4098519 
(U79159) squalene synthase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



164805 

LIB3177-081-P1-K1-C11 

BLASTX 

gll69278 

340 

3.0e-32 

81 

95 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04 569_ (D17715) ERD14 
protein [Arabidopsis thaliana] 

164806 

LIB3177-081-P1-K1-C12 

BLASTX 

g2911085 

345 

7.0e-33 

90 

83 

{AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_34 0274 8_emb_CAA20194 . 1 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 

164807 • 

LIB3177-081-P1-K1-C2 

BLASTX 

g4539329 

322 

2.0e-30 

63 

100 

(AL035679) ES43 like protein [Arabidopsis thaliana] 
164808 

LIB3177-081-P1-K1-C3 

BLASTX 

g3983125 

235 

3.0e-20 

58 

83 

(AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

164809 

LIB3177-081-P1-K1-C5 

BLASTX 

g3413700 

350 

2.0e-33 

89 

82 

(AC004747) putative YMEl protein [Arabidopsis thaliana] 
164810 

LIB3177-081-P1-K1-C6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTN 

g4567259 

40 

l.Oe-13 

56 

93 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 

164811 

LIB3177-081-P1-K1-C8 

BLASTX 

gll5470 

363 

l.Oe-34 

150 

53 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_320554_pir_S28412 carbonate dehydratase 
(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 

164812 

LIB3177-081-P1-K1-C9 

BLASTN 

g2245031 

442 

O.Oe+00 

446 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

164813 

LIB3177-081-P1-K1-D1 

BLASTX 

g4469003 

590 

3.0e-61 

133 

84 

(AL035602) putative protein [Arabidopsis thaliana] 
164814 

LIB3177-081-P1-K1-D10 

BLASTX 

g2282584 

428 

2.0e-42 

115 

75 

{U76259) elongation factor 1-alpha ,[Zea mays] 
164815 

LIB3177-081-P1-K1-D12 
BLASTX 
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g282865 
607 

3.0e-63 
123 
69 

^<;hlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ {X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

Seq. No. 164816 

Seq. ID LIB3177-081-P1-K1-D2 

Method BLASTX 

NCBI GI g3184100 

BLAST score 179 

E value 4 . Oe-13 

Match length 52 

% identity 60 

NCBI Description (AL023777) rna binding protein [Schizosaccharomyces pombe] 

Seq. No. 164817 

Seq. ID LIB3177-081-P1-K1-D3 

Method BLASTX 

NCBI GI g4406807 

BLAST score 477 

E value 4 . Oe-4 8 

Match length 107 

% identity 89 

NCBI Description (AC006201) putative elongation factor beta-1 [Arabidopsis 
thaliana] 

Seq. No. 164818 

Seq. ID LIB3177-081-P1-K1-D5 

Method BLASTN 

NCBI GI g4454447 

BLAST score 76 

E value 2.0e-35 

Match length 88 

% identity 97 

NCBI Description Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 164819 
Seq. ID LIB3177-081-P1-K1-D6 
Method BLASTX 
" NCBI GI gll5767 
BLAST score 734 
E value 4.0e-78 
Match length 141 
% identity 99 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-165/180) (LHCP) •>gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E valued- 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164820 

LIB3177-081-P1-K1-D7* 

BLASTX 

g4544456 

117 

l.Oe-25 

69 

84 

(AC006592) putative cytochrome P4 50 [Arabidopsis thaliana] 
164821 

LIB3177-081-P1-K1-D8 

BLASTX 

g4406775 

297 

6.0e-27 

121 

45 

(AC006836) unknown protein [Arabidopsis thaliana] 
164822 

LIB3177-081-P1-K1-E1 

BLASTX 

g4538963 

476 

5.0e-48 

110 

83 

{AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4 7 41958_gb_AAD28776 . 1 AF134129 1 
(AF134129) LhcbS protein [Arabidopsis thaliana] ~ 

164823 

LIB3177-081-P1-K1-E10 

BLASTX 

g282865 

719 

3.0e-76 

141 

73 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_einb_CAB41095,l_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164824 

LIB3177-081-P1-K1-E12 

BLASTX 

g2497733 

230 

2.0e-19 
60 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR {LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 

164825 

LIB3177-081-P1-K1-E2 

BLASTN 

g2618601 

111 

5.0e-56 

115 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence (Arabidopsis thaliana] 

164826 

LIB3177-081-P1-K1-E6 

BLASTN 

g3299824 

115 

2.0e-58 

143 

95 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 

164827 

LIB3177-081-P1-K1-E9 

BLASTN 

g4544435 

103 

2.0e-51 

103 

100 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 

164828 

LIB3177-081-P1-K1-F1 

BLASTX 

g4538897 

164 

6.0e-12 

59 

49 

(AL049482) AXllOP-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164829 

LIB3177-081-P1-K1-F10 

BLASTX 

gll5783 

439 

2.0e-43 

95 

96 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

1648-30 

LIB3177-081-P1-K1-F11 

BLASTN 

g3688798 

222 

l.Oe-122 

222 

100 

Arabidopsis thaliana gamma tonoplast intrinsic protein 2 
{TIP2) mRNA, complete cds 

164831 

LIB3177-081-P1-K1-F2 

BLASTX 

g2199574 

288 

3.0e-26 

53 

100 

{AFQ04293) aquaporin [Brassica rapa] 
164832 

LIB3177-081-P1-K1-F6 

BLASTN 

g4558521 

92 

2.0e-44 

238 

96 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

164833 

LIB3177-081-P1-K1-F7 

BLASTN 

gl6367 

37 

3.0e-12 

57 

91 

A. thaliana gene (LHCP AB 165) for chlorophyll a/b binding 
protein 

164834 

LIB3177-081-P1-K1-F9 

BLASTN 

g2764940 

45 

4.0e-17 

53 

96 



NCBI Description A. thaliana GASA4 gene 
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Seq. No. 


164835 


Seq. ID 


LIB3177-081-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl769905 


BLAST scorp 


512 


E vslue 






X o 


% iripn t" i 1" v 

o J. 1 1_ ^ ^ y 


7n 


l^VrfiJi L/C O W J. J.^ L. Xl^li 


tAyoiuoj Kua poxypeptxae or oxygen-evoXvxng comlex 




[Araoxaopsxs tnaxxanaj 


Seq. No. 


164836 


Seq. ID 


LIB3177-081-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


rrl Q1 Q 
yx:7xojfi:? 


BLAST «;porp 


Q7 


S-j V d X Lie 


^ . ue fi / 


LiClU-v^li XdlUL.ll 


X D !7 


^ xut:::iiL.XL.y 




LNV^DX L/CoOX X^J U XOll 


tsrassxca rapa Fbx-H suounxt (psaH) mRNA, complete cds 


Seq. No. 


X D *t O J / 


Seq. ID 


LIB3177-081-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g21142 




J X 


1-j V d X Lie 


o . ue 


fictudi Xcnyun 


f;7 


o XL^eilL.XL.y 


^ ft 


NPRT n<a c; r- Y~ T r^-h T on 


lyiustara ruRNA tor cytosolxc glyceraldehyde-3-phosphate 




dehydrogenase (GAPDH, NAD-specif ic; EC 1.2.1.12) 


Seq. No. 


164838 


Seq. ID 


LIB3177-081-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2764940 


BLAST score 


66 


E value 


5.0e-29 


Match length 


127 


% identity 


94 



NCBI Description A.thaliana GASA4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164839 

LIB3177-081-P1-K1-G2 

BLASTN 

g4741953 

135 

3.0e-70 

163 

96 

Arabidopsis thaliana Lhcb4 . 2 protein 
complete cds 



(Lhcb4.2) mRNA, 



Seq. No. 
Seq. ID 
Method 



164840 

LIB3177-081-P1-K1-G3 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4580454 
92 

l.Oe-44 

120 

95 

Arabidbpsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

164841 

LIB3177-081-P1-K1-G4 

BLASTX 

g3775987 

504 

2.0e-51 

98 

100 

(AJ010457) RNA helicase [Arabidopsis thaliana] 
164842 

LIB3177-081-P1-K1-G5 

BLASTN 

g4584351 

154 

2.0e-81 

198 

95 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 



Seq. No. 


164843 


Seq. ID 


LIB3177-081-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2809242 


BLAST score 


518 


E value 


6.0e-53 


Match length 


108 


% identity 


99 


NCBI Description 


(AC002560) F21B7.11 [Arabidopsis thaliana 


Seq. No. 


164844 


Seq. ID 


LIB3177-081-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3149952 


BLAST score 


222 


E value 


l.Oe-18 


Match length 


52 


% identity 


83 


NCBI Description 


(AB010259) DRHl [Arabidopsis thaliana] 


Seq. No. 


164845 


Seq. ID 


LIB3177-081-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4558661 


BLAST score 


298 


E value 


l.Oe-27 


Match length 


61 


% identity 


95 
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NCBI Description 



(AC007063) putative malate oxidoreductase (NAD) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164846 

LIB3177-081-P1-K1-G9 

BLASTN 

g769742 

40 

5.0e-14 

68 

90 

A. thaliana mRNA for phosphoinositide-specif ic phospholipase 
C 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164847 

LIB3177-081-P1-K1-H10 

BLASTN 

g2828182 

37 

l.Oe-11 

73 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0J9, complete sequence [Arabidopsis thaliana] 



PI clone: 



164848 

LIB3177-081-P1-K1-H12 

BLASTX 

gl345594 

384 

2.0e-37 

84 

93 

14-3-3-LIKE PROTEIN GF14 KAPPA >gi_1022780 (U36447) GF14 
Kappa isoform [Arabidopsis thaliana] 

164849 

LIB3177-081-P1-K1-H2 

BLASTN 

g4733961 

105 

2.0e-52 

113 

98 

Arabidopsis thaliana chromosome II BAC F16G22 genomic 
sequence, complete sequence 

164850 

LIB3177-081-P1-K1-H5 

BLASTX 

g4741960 

294 

l.Oe-26 ■ 

75 

79 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



22094 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164851 

LIB3177-081-P1-K1-H6 

BLASTX 

gl402904 

434 

4.0e-43 
.86 
97 

(X98313) peroxidase [Arabidopsis thaliana) 
164852 

LIB3177-081-P1-K1-H7 

BLASTX 

g2894574 

352 

l.Oe-33 

73 

92 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 

164853 

LIB3177-081-P1-K1-H9 

BLASTX 

gl053047 

357 

4 .Oe-34 

90 

84 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

164854 

LIB3177-082-P1-K1-A1 

BLASTN 

g2062153 

74 

6. Oe-34 

126 

53 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164855 

LIB3177-082-P1-K1-A10 

BLASTX 

gll9975 

308 

8.0e-29 

68 

96 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 

>gi_164 37_emb_CAA35754_ (X51370) ferredoxin precursor 

[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 



22095 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%. identity 



164856 

LIB3177-082-P1-K1-A11 

BLASTX 

gll5385 

203 

2.0e-16 

41 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 {M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164857 

LIB3177-082-P1-K1-A12 

BLASTN 

g3510347 

166 

2.0e-88 

194 . 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MS'Jll, complete sequence [Arabidopsis thaliana] 

164858 

LIB3177-082-P1-K1-A5 

BLASTX 

gl32074 

214 

9.0e-18 

48 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164859 

LIB3177-082-P1-K1-A7 

BLASTN 

g2062153 

36 

2.0e-ll 

75 

88 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164860 

LIB3177-082-P1-K1-A8 

BLASTN 

g240069 

49 

2.0e-19 

65 

94 
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NCBI Description 



light-regulated glutamine synthetase isoenzyme [Arabidopsis 
thaliana, mRNA, 1548 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164861 

LIB3177-082-P1-K1-A9 

BLASTN 

g3510347 

162 

3.0e-86 

182 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJll, complete sequence [Arabidopsis thaliana] 

164862 

LIB3177-082-P1-K1-B1 

BLASTN 

g4490324 

95 

l.Oe-46 

99 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164863 

LIB3177-082-P1-K1-B11 

BLASTN 

g4559344 

79 

2.0e-36 

163 

88 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 

164864 

LIB3177-082-P1-K1-B12 

BLASTX 

g416681 

242 

2.0e-20 

112 

41 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloropTast - common 
tobacco >gi_19787_emb_CAA45153_ {X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164865 

LIB3177-082-P1-K1- 

BLASTN 

g2641637 

101 

9.0e-50 
183 



B2 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



96 

Arabidopsis thaliana DnaJ homolog AtJ3 (ATJ3) gene, 
complete cds 

164866 

LIB3177-082-P1-K1-B3 

BLASTX 

gll5767 

545 

6.0e-56 

140 

80 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi__16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164867 

LIB3177-082-P1-K1-B4 

BLASTN 

g411537C) 

36 

l.Oe-11 . 

65 

98 

Arabidopsis thai iana chromosoiue II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164868 

LIB3177-082-P1-K1-B5 

BLASTX 

g464849 

175 

3.0e-13 

31 

100 

TUBULIN ALPHA CHAIN >gi_48 6847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI ' 



164869 

LIB3177-082-P1-K1-B6 

BLASTN 

gl6436 

58 

3.0e-24 

170 

84 

A. thaliana gene for pre-f erredoxin 
164870 

LIB3177-082-P1-K1-B8 

BLASTX 

g3676296 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



244 

3.0e-21 

60 

77 

{U964 97 )- mitochondrial ATPase beta subunit [Nicotiana 
sylvestris] 

164871 

LIB3177-082-P1-K1-B9 

BLASTX 

g416681 

203 

5.0e-16 

99 

37 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

164872 

LIB3177-082-P1-K1-C1 

BLASTN 

gl732569 

113 

7.0e-57 

125 

98 

Arabidopsis thaliana beta-glucosidase (psr3.1) mRNA, 
complete cds 

164873 

LIB3177-082-P1-K1-C10 

BLASTN 

g3176701 

210 

l.Oe-115 

242 

90 

Arabidopsis thaliana chromosome II BAG T20K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164874 

LIB3177-082-P1-K1-C11 

BLASTN 

g3449323 

185 

l.Oe-100 

197 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MZA15, complete sequence [Arabidopsis thaliana] 

164875 

LIB3177-082-P1-K1-C12 
BLASTN 
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NCBI GI 
BLAST score ' 
E value 
Match length 
% identity. 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3738088 
76 

6.0e-35 

159 

88 

Arabidopsis thaliana chromosome II BAG T30L20 genomic 
sequence, complete sequence [Arabidopsis. .thaliana] 

164876 

LIB3177-082-P1-K1-C2 

BLASTX 

g541858 

805 

2.0e-86 

161 

94 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_469484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 



o C . LS\J * 


1 f^A ft 77 
X off O / / 


Seq. ID 


J-iXlJ^J. f 1 U O Z, CI. i\± — 


Method 


BLASTX 


NCBI GI ■ 


g4678259 


BLAST score 


267 


E value 


5.0e-24 


Match length 


63 


% identity 


87 . 


NCBI Description 


(AL04 9657) putative protein [Arabidopsis thaliana] 


Seq. No. 


164878 


Seq. ID 


LIB3177-082-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4587542 


BLAST score 


264 


E value 


l.Oe-23 


Match length 


51 


% identity 


92 


NCBI Description 


(AC006577) Belongs to the PF 00657 Lipase/Acylhydrolase 




with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 




gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 


Seq. No. 


164879 


Seq. ID 


LIB3177-082-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


166 


E value 


4.0e-12 


Match length 


37 


% identity 


92 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

164880 

LIB3177-082-P1-K1-C9 
BLASTX 



22100 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method ■ 
NCBI GI 
BLAST score 
E value 
Match length 
% identity. 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g3738091 
430 

l.Oe-42 

117 

74 

{AC005617) similar to symbiotic ammonium transporter, SATl 
[Arabidopsis thaliana] 

164881 

LIB3177-082-P1-K1-D1 

BLASTX 

g99735 

575 

l.Oe-59 

110 

99 

L-ascorbate peroxidase (EC 1.11.1.11) 
Arabidopsis thaliana (fragment) 



precursor - 



164882 

LIB3177-082-P1-K1-D10 

BLASTN 

g2341023 

56 

2.0e-23 

88 

92 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

164883 

LIB3177-082-P1-K1-D12 

BLASTN 

g2815519 

232 

l.Oe-128 

236 

100 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

164884 

LIB3177-082-P1-K1-D2 

BLASTX 

g3885511 

229 

3.0e-19 

66 

71 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

164885 

LIB3177-082-P1-K1-D4 

BLASTN 

gl66631 

232 



22101 



E value 
Match length 
% identity 
NCBI Description 



Seq. "No. 

Seq. ID 

Method 

NCBI GI 

BLAST , score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity., 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



l.Oe-128 
248 

98 , . 

A.thaliana chloroplast ATP synthase gamma subunit (atpCl) 
gene, complete cds 

164886 

LIB3177-082-P1-K1-D8 

BLASTN 

gl2219 

48 

2.0e-18 

125 

84 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 
164887 

LIB3177-082-P1-K1-D9 

BLASTN 

g2815519 

360 

O.Oe+00 

428 

96 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

164888 

LIB3177-082-P1-K1-E10 

BLASTN 

g4008005 

82 

l.Oe-38 

150 

89 

Arabidopsis thaliana receptor-like protein kinase (RKLl) 
gene, complete cds 

164889 

LIB3177-082-P1-K1-E11 

BLASTN 

gl871173 

109 

l.Oe-54 

154 

92 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

164890 

LIB3177-082-P1-K1-E12 

BLASTN 

g4093154 

44 

3.0e-16 
44 

100 



22102 



NCBI Description Arabidopsis thaliana phytochrome-associated protein 1 

(PAPl) roRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164891 

LIB3177-082-P1-K1-E2 

BLASTX 

g3913727 

143 

2.0e-09 

28 

100 

GLUCOSE 
(G6PD) 
glucose 



-6-PHOSPHATE 1- DEHYDROGENASE, CYTOPLASMIC ISOFORM 
>gi_1174336_einb_CAA59012_ (X84230) 
6-phosphate 1-dehydrogenase [Arabidopsis thaliana] 



164892 

LIB3177-082-P1-K1-E3 

BLASTX 

g4567268 

253 

4.0e-22 
56 

95--- 

(ACG06841) putative fructose biphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 


164893 - 


Seq. ID 


LIB3177-082-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2459926 


BLAST score 


154 


E value 


l.be-10 


Match length 


51 


% identity 


63 


NCBI Description 


(AF006197) annexin [Lavatera thuringiaca] 


Seq. No. 


164894 


Seq. ID 


LIB3177-082-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


g2583106 


BLAST score 


166 


E value 


l.Oe-88 


Match length 


215 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4L23 




sequence, complete sequence [Arabidopsis tha: 


Seq. No. 


164895 


Seq. ID 


LIB3177-082-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


g4093154 


BLAST score 


59 


E value 


4 .Oe-25 


Match length 


71 


% identity 


96 



NCBI Description 



Arabidopsis thaliana phytochrome-associated protein 1 
(PAPl) mRNA, complete cds 



22103 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164896 . 

LIB3177-082-P1-K1-F1 

BLASTN 

g4689466 

219 " ^- • ■ 

l.Oe-120 

231 

99 

Arabidopsis thaliana chromosome II BAC T23015 genomic 
sequence, complete sequence 



164897 

LIB3177 

BLASTN 

g297877 

54 

3.0e-22 

66 

95 

A.thali 
homolog 
ubiquit 



-082-Pl-Kl-FlO 



ana UBCIO mRNA for ubiquitin conjugating enzyme 

>gi_34 9212_gb_L00640_ATHUBCC Arabidopsis thaliana 
in conjugating enzyme mRNA, complete cds 



Seq. No. 
Seq. ID 



164898 

LIB3177-082-P1-K1-F11 ' 

BLASTN 

g887938 

152 

3.0e-80 

160 

99 

Arabidopsis thaliana clone YAP317 GASTl protein homolog 
mRNA, complete cds 

164899 

LIB3177-082-P1-K1-F12 

BLASTX 

gl755156 

296 

2.0e-28 

92 

76 

(U75189) germin-like protein [Arabidopsis thaliana] 
>gi_1755158 (U75190) germin-like protein [Arabidopsis 
thaliana] >gi_1755170 (U75196) germin-like protein 
[Arabidopsis thaliana] >gi_1755172 {U75197) germin-like 
protein [Arabidopsis thaliana] >gi_1755180 (U75201) 
germin-like protein [Arabidopsis thaliana] >gi_1755190 
(U75206) germin-like protein [Arabidopsis thaliana] 
>gi_1934728 (U95035) germin-like protein [Arabidopsis 
thaliana] >gi_4154285 (AF090733) germin-like protein 1 
[Arabidopsis thaliana] >gi_4 66624 8_dbj_BAA77207 . 1_ (D89055) 
germin-like protein precursor [Arabidopsis thaliana] 

164900 

LIB3177-082-P1-K1-F2 



22104 



Method BLASTN 

NCBI GI g2213606 

BLAST score 294 

E value l.Oe-165 

Match length 298 

% identity. 100 

NCBI Description Genomic sequence for Arabidopsis thaliana BAG F21J9, 
complete sequence [Arabidopsis thaliana) 

Seq. No. 164901 

Seq. ID LIB3177-082-P1-K1-F4 

Method BLASTN 

NCBI GI g2564050 

BLAST score 90 

E value l.Oe-43 

Match length 98 

% identity 98 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 

Seq. No. 164902 

Seq. ID . LIB3177-082-P1-K1-F5 

Method BLASTX 

NCBI GI g231700 

BLAST score 202 

E value 2.0e-16 

Match length 4 4 

% identity 93 

NCBI Description 22 KD CALMODULIN-LIKE CALCIUM-BINDING PROTEIN (CABP-22) 

>gi_479694_pir S35188 calmodulin-related protein (clone 

CaBP-22) - Arabidopsis thaliana >gi_16209_emb_CAA78124 
(Z12136) calcium binding protein [Arabidopsis thalianaj 
>gi_3402708 (AC004261) calcium binding protein [Arabidopsis 
thaliana] 

Seq. No. 164903 

Seq. ID LIB3177-082-P1-K1-F9 

Method BLASTX 

NCBI GI gl592672 

BLAST score 363 

E value 8.0e-35 

Match length 102 

% identity 71 

NCBI Description (X91921) germinl [Arabidopsis thaliana] 

Seq. No. 164904 

Seq. ID LIB3177-082-P1-K1-G1 

Method BLASTX 

NCBI GI gl32110 

BLAST score 623 

E value 4 . Oe-65 

Match length 115 

% identity 99 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb CAA32702 



22105 



(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164905 

LIB3177-082-P1-K1-G10 
BLASTX >■ 
g4689386 
380 

l.Oe-36 

144 

56 

(AF1394 68) photosystem I reaction center subunit III [Vigna 
radiata] 

164906 

LIB3177-082-P1-K1-G12 

BLASTN 

g3046849 

209 

l.Oe-114 

249 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18L3, complete sequence [Arabidopsis thaliana] 

164907 

LIB3177-082-P1-K1-G2 

BLASTX 

g3123712 

275 

3.0e-24 

79 

54 

(D89051) ERD6 protein [Arabidopsis thaliana] 
164908 

LIB3177-082-P1-K1-G3 

BLASTN 

g4519195 

218 

l.Oe-119 

360 

61 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

164909 

LIB3177-082-P1-K1-G4 

BLASTX 

gl592679 

261 

9.0e-23 

71 

77 

(X91915) LEA D113 homologue typel [Arabidopsis thaliana] 



Seq. No. 



164910 



22106 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-082-P1-K1-G5 

BLASTN 

g4757394 

192 

l.Oe-104 

192 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1904, complete sequence 

164911 

LIB3177-082-P1-K1-G8 

BLASTN 

g4586241 

44 

4 .Oe-16 

95 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone T20K18 
(ESSA project) 

164912 

LIB3177-082-P1-K1-G9 

BLASTN 

g3046849 

334 

O.Oe+00 

409 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18L3, complete sequence [Arabidopsis thaliana] 

164913 

LIB3177-082-P1-K1-H1 

BLASTX 

gll5783 

575 

2.0e-59 

108 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

16491.4 

LIB3177-082-P1-K1-H10 

BLASTN 

gl6192 

61 

6.0e-26 

200 

60 

A. thaliana atslB, ats2B and at's3B gene for 

ribulose-1, 5-biphosphate carboxylase small subunit (rbcS) 

(EC 4.1.1.39) 



22107 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164915 

LIB3177-082-P1-K1-H11 

BLASTX 

gl32110 

280 

2.0e-25 

60 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164916 

LIB3177-082-P1-K1-H12 

BLASTX 

g464621 

332 

3.0e-31 

110 

64 

60S RIBOSOMAL PROTEIN.. L 6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164917 

LIB3177-082-P1-K1-H2 

BLASTX 

gll8619 

160 

3.0e-ll 

51 

59 

SUCCINATE DEHYDROGENASE (UBIQUINONE) IRON-SULFUR PROTEIN 

PRECURSOR (IP) >gi_66072_pir RDBYIS succinate 

dehydrogenase (ubiquinone) (EC 1.3.5.1) iron-sulfur protein 
precursor - yeast (Saccharomyces cerevisiae) >gi_17254 9 
(J05487) succinate dehydrogenase iron-protein subunit (SDH) 
(EC 1.3.99.1) [Saccharomyces cerevisiae] 
>gi_1360235_emb_CAA974 92_ (Z73146) ORF YLL041c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164918 

LIB3177-082-P1-K1-H4 

BLASTX 

g4455342 

820 

4.0e-88 

160 

100 

{AL035522) 0-methyltransf erase-like protein [Arabidopsis 
thaliana] 



Seq. No. 



164919 



22108 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Sec^. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-082-P1-K1-H5 

BLASTX 

g2494276 

176 

2.0e-13 

63 

52 

ELONGATION FACTOR P (EF-P) 
(D64001) elongation factor 



>gi_1001112_dbj_BAA10251_ 
P [Synechocystis sp.] 



164920 

LIB3177-082-P1-K1-H7 

BLASTN 

g4734003 

109 

2.0e-54 

220 

97 

Arabidopsis thaliana chromosome II BAC F3L12 genomic 
sequence, complete sequence 

164921 

LIB3177-082-P1-K1-H9 

BLASTX 

g464621 

385 

3,0e-37 

119 

67 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 917 5_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

164922 

LIB3177-083-P1-K1-A1 

BLASTX 

g475719 

334 

2.0e-31 

119 

45 

(U08467) RNA-binding protein 2 [Arabidopsis thaliana] 
164923 

LIB3177-083-P1-K1-A10 

BLASTX 

gl66835 

183 

4 .Oe-14 

41 

88 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642170 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 



164924 



22109 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-083-P1-K1-A12 

BLASTN 

g4741939 

123 

4.0e-63 

139 

97 

Arabidopsis thaliana Lhca2 protein (Lhca2) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 



164925 

LIB3177-083-P1-K1-A2 

BLASTN 

g3434970 

137 

3.0e-71 

153 

97 

Arabidopsis thaliana AtERF-3 mRNA for ethylene responsive 
element binding factor 3, complete cds 

164926 

LIB3177-083-P1-K1-A4 

BLASTX 

g99735 

252 

3.0e-22 

59 

86 

L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 

164927 

LIB3177-083-P1-K1-B1 

BLASTN 

g3859658 

268 

l.Oe-149 

296 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

164928 

LIB3177-083-P1-K1-B10 

BLASTX 

g4741929 

321 

9.0e-30 

95 

65 

{AF130253) membrane related protein CP5 [Arabidopsis 
thaliana] 

164929 

LIB3177-083-P1-K1-B12 
BLASTX 



22110 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2062158 
672 

8.0e-71 

139 

47 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

164930 

LIB3177-083-P1-K1-B2 

BLASTN 

g4741959 

166 

2,0e-88 

228 

93 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164931 

LIB3177-083-P1-K1-B3 

BLASTX 

gll5783 

147 

6.0e-10 

42 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164932 

LIB3177-083-P1-K1-B6 

BLASTN 

g4220510 

246 

l.Oe-136 

254 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F22K18 



Seq. No. 
Seq, ID 



164933 

LIB3177-083-P1-K1-C1 

BLASTX 

g417381 

362 

3.0e-80 

155 

99 

NITRILASE 1 >gi_99738_pir S22398 nitrilase 

Arabidopsis thaliana >gi_16400_emb_CAA4 5041 
nitrilase I [Arabidopsis thaliana] 

164934 

LIB3177-083-P1-K1-C10 



(EC 3.5.5.1) 
(X63445) 



22111 



Method 


BLASTN 


NCBI GI 


g4741939 


BLAST score 


112 


1—1 V Q J- U. C 


X . ^ o 




X ^ *i 








rtx aUXUtjpoX o LtlaXXdila XjilCd.^ {JxUuSXn V-^nCa^/ lurUNri/ COIupxeTie 




cds 


^Arr No 


X D fi J O J 




T TR'^177-nR'^-P1-K^1 -PI 1 
Xixo^x / / voo XT X rvx v^xx 


Method 


RT.nCITM 


NPBT GJ 


>jx^«j^Xv;4l 


BLAST sror^a 


407 


E value 


O.Oe+00 


Match length 


441 




1 on 

X \-/ VJ 




ftxaoxoopo xs unaxxana /ii.x.^fi x/ Ai.±.Z4t^, /\i.x.z^ j, 




AT> X 0^_^ AT T 0 yl — R AT T OA d AT T O/l Q ~i^A AT T O >l 1/1 




genes/ parcxax cas/ Ai.i.z^— /, ascorDane peroxioase 




^AinArAXj/ Cje — xaipna— A± / — az ana — aj ^Cje — la-Lpnaj ana Ai , i 


^^fao No 


1 fid Q^fi 

X U *a -7 J O 


O • J. u 


T TR'^1 7 7 — nP"^ — PI — K'l — PI 9 
XiXdjX / / UOO irX 1\X \^X^ 


Met hoH 


RT.A^TN 


NCBI GI 


gl490552 


BLAST score - 


85 


E value 


X . ue fi u 




C17 


T ^ T ^ T y 

^ laenLiLy 


y / 




rt.x duxu-opo X o Liiaxxana o aaenosyxiTieL.nxonxne aecarooxyxase 




^ OrilYlUC / nir\LNi^/ COIupxeue COS 


*^(=irT No 


1 fi4 Q^7 


Sea ID 


LiB3177-083-Pl-Kl-P2 


Method 


BLASTX 


NCBI GI 


g629518 


BLAST score 


551 


E value 


9.0e-57 


Match length 


116 


% identity 


91 



NCBI Description 



glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) small 
chain - Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



164938 

LIB3177-083-P1-K1-C3 

BLASTN 

g2264305 

94 

7.0e-46 

121 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK23, complete sequence [Arabidopsis thaliana] 

164939 

LIB3177-083-P1-K1-C5 



PI clone: 



22112 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl25576 

528 

7.0e-54 

123 

86 

PHOSPHORIBULOKINASE PRECURSOR ^PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1,19) precursor - Arabidopsis thaliana 
>gi_16441_einb_CAA41155_ (X58149) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 

164940 

LIB3177-083-P1-K1-D1 

BLASTX 

gll72441 

180 

3.0e-13 

49 

78 

POSSIBLE TRANSCRIPTION FACTOR P0SF21 >gi_99685_pir S21883 

DNA-binding protein P0SF21 - Arabidopsis thaliana 
>gi_16429_emb_CAA43366_ (X61031) posF21 [Arabidopsis 
thaliana] >gi_4"58 9968_gb_AAD26486. 1_AC007169_18 (AC007169) 
DNA-binding protein^ P0SF21 [Arabidopsis thaliana] 

164941 

LIB3177-083-P1-K1-D12 

BLASTX 

gll70939 

668 

2.0e-70 

133 

94 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq.-- ID 
Method 
NCBI GI 
BLAST score 



164942 

LIB3177-083-P1-K1-D5 

BLASTN 

g3688798 

107 

l.Oe-53 

127 

96 

Arabidopsis thaliana gamma tonoplast intrinsic protein 2 
(TIP2) mRNA, complete cds 

164943 

LIB3177-083-P1-K1-D6 

BLASTX 

g2832625 

214 



22113 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-17 

73 

55 

(AL021711) putative protein [Arabidopsis thalianaj 
164944 

LIB3177-083-P1-K1-D8 

BLASTN 

g4741959 

189 

l.Oe-102 

263 

93 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164945 

LIB3177-083-P1-K1-E1 

BLASTX 

gl29817 

530 

2.0e-54 

106 

97 

BASIC PEROXIDASE E PRECURSOR >gi_81653_pir JU0458 

peroxidase (EC 1.11.1.7) E - Arabidopsis thaliana 
>gi_166807 (M58381) peroxidase [Arabidopsis thaliana] 

164946 

LIB3177-083-P1-K1-E11 

BLASTX 

g3929651 

458 

6.0e-46 

90 

100 

(AJ131206) microbody NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 

164947 

LIB3177-083-P1-K1-E12 

BLASTN 

g4757410 

200 

l.Oe-109 

271 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVEll, complete sequence 

164948 

LIB3177-083-P1-K1-E2 

BLASTX 

g322577 

665 

4.0e-70 
128 



22114 



% identity 98 

NCBI Description Raf protein kinase homolog CTRl - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164949 

LIB3177-083-P1-K1-E3 

BLASTN 

g4741945 

82 

l.Oe-38 

122 

92 

Arabidopsis thaliana Lhcb2 protein {Lhcb2.2) mRNA, complet 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164950 

LIB3177-083-P1-K1-E6 

BLASTX 

g4583542 

614 

5.0e-64 

152 

86 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164951 

LIB3177-083-P1-K1-E8 

BLASTN 

gl66705 

70 

l.Oe-31 

70 

100 

Arabidopsis thaliana glyceraldehyde-3-phosphate 
dehydrogenase C subunit (GapC) gene, complete cds 



Seq. No. 


164952 


Seq. ID 


LIB3177-083-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


502 


E value 


5.0e-51 


Match length 


103 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris' 


Seq. No. 


164953 


Seq. ID 


LIB3177-083-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2506443 


BLAST score 


337 


E value 


4.0e-32 


Match length 


69 


% identity 


100 


NCBI Description 


GLYCERALDEHYDE 3- PHOSPHATE DEHYDROGENASE 



A PRECURSOR, 



CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 



22115 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ {X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 

164954 

LIB3177-083-P1-K1-F2 

BLASTN 

g2956689 

46 

4.0e-17 

124 

88 

Arabidopsis thaliana roRNA for PSBY { Ycf 32-related 
chloroplast thylakoid membrane proteins) 

164955 

LIB3177-083-P1-K1-G1 

BLASTX 

gl617270 

69 

2.0e-48 

133 ■ 

80 

(X94624) acyl-CoA synthetase [Brassica napus] 
164956 

LIB3177-083-P1-K1-G11 

BLASTN 

g4585890 

89 

7.0e-43 

93 

99 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 

164957 

LIB3177-083-P1-K1-G12 

BLASTX 

g4454037 

370 

6.0e-36 

65 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164958 

LIB3177-083-P1-K1-G2 

BLASTX 

g2245118 

323 

6.0e-30 
110 



22116 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
164959 

LIB3177-083-P1-K1-G3 

BLASTX 

gl399380 

176 

3.0e-13 

45 

71 

(U4 3683) S-adenosyl-L-methionine:delta24-sterol-C- 
methyltransf erase [Glycine max] 

164960 

LIB3177-083-P1-K1-G5 

BLASTN 

g4741959 

84 

9.0e-40 

141 

94 

Arabidopsis thaliana Lhcb6 protein {Lhcb6) 
cds 



mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164961 

LIB3177-083-P1-K1-G8 
BLASTN 
g3212846 
253 

l.Oe-140 
317 
100 

NCBI Description Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164962 

LIB3177-083-P1-K1-H1 

BLASTX 

g3450889 

447 

2.0e-44 

96 

100 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
164963 

LIB3177-083-P1-K1-H11 • 

BLASTN 

g3869072 

138 

7.0e-72 

162 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJB24, complete sequence [Arabidopsis thaliana] 



22117 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164964 

LIB3177-083-P1-K1-H12 

BLASTX 

gll5783 • 

380 

7.0e-37 

73- 
97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein {LHCP AB 140) [Arabidopsis 
thaliana] 

164965 

LIB3177-083-P1-K1-H2 

BLASTX 

g4741948 

475 

6.0e-48 

94 

96 

(AF134124) Lhcb2, protein [Arabidopsis thaliana] 
164966 

LIB3177-083-P1-K1-H3 

BLASTN 

g3046856 

'4 0 

5.0e-14 

60 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 

164967 

LIB3177-083-P1-K1-H4 

BLASTX 

g2499327 

359 

3.0e-34 

119 

62 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_1084345_pir S52286 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_643090_emb_CAA58887. 1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

164968 

LIB3177-083-P1-K1-H5 

BLASTX 

g4056497 

199 

l.Oe-15 

52 

79 

(AC005896) putative histone H2B [Arabidopsis thaliana] 



22118 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164969 

LIB3177-083-P1-K1-H6 

BLASTX 

gll5767 

477 

3,0e-48 

95 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb__CAA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164970 

LIB3177-083-P1-K1-H7 

BLASTN 

gl6446 

50 

9.0e-20 . 

86 

90 

A. thaliana gene for photosystem II 10 kDa polypeptide 
164971 

LIB3177-083-P1-K1-H8 

BLASTX 

gl769905 

519 

7.0e-53 

142 

71 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164972 

LIB3177-083-P1-K1-H9 

BLASTX 

gl32074 

378 

9.0e-37 

74 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164973 

LIB3177-084-P1-K1-A10 

BLASTX 

g3075398 

315 

3.0e-29 



22119 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
76 

(AC004484) unknown protein [Arabidopsis thaliana] 
164974 

LIB3177-084-P1-K1-A11 

BLASTX 

g4512683 

766 

7.0e-82 

145 

100 

(AC006931) putative lipase [Arabidopsis thaliana] 

>gi_4 559323_gb_AAD22985.1_AC007087_4 {AC007087) putative 

lipase [Arabidopsis thaliana] 

164975 

LIB3177-084-P1-K1-A12 

BLASTX 

g3128195 

577 

7.0e-60 

119 

98 

{AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164976 

LIB3177-084-P1-K1-A2 

BLASTX 

g2829133 

489 

l.Oe-49 

95 

98 

(AF043351) adenosine-5 '-phosphosulfate-kinase [Arabidopsis 
thaliana] >gi_4 4 90745_emb_CAB38907 . 1_ (AL035708) 
adenosine-5 ' -phospliosulf ate-kinase [Arabidopsis thaliana] 



164977 
LIB3177-084- 
BLASTX 
g2119848 
395 

l.Oe-38 
84 
89 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-A3 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366__emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 
thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 
thaliana] 



22120 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164978 

LIB3177-084-P1-K1-A5 

BLASTX 

g4539292 

470 

4.0e-47 

87 

100 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 

164979 

LIB3177-084-P1-K1-A6 

BLASTX 

gll5470 

4 92 

7.0e-50 

116 

84 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_1434 3_emb_CAA4 6508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 

164980 

LIB3177-084-P1-K1-A7 

BLASTX 

g2062161 

559 

l.Oe-57 

111 

48 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

164981 

LIB3177-084-P1-K1-A9 

BLASTX 

g99772 

521 

3.0e-53 

130 

82 

ubiquitin 81-aa extension protein 2 - Arabidopsis thaliana 
>gi_166936 (J05540) ubiquitin extension protein (UBQ6) 
[Arabidopsis thaliana] >gi_3522953 (AC004411) ubiquitin 
extension protein (UBQ6) [Arabidopsis thaliana] 

164982 

LIB3177-084-P1-K1-B11 

BLASTX 

g4455271 

386 

2.0e-37 
129 



'22121 



% identity 55 

NCBI Description (AL035527) serine protease-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164983 

LIB3177-084-P1-K1-B12 

BLASTX 

g417381 

414 

5.0e-41 

83 

99 

NITRILASE 1 >gi_99738_pir_S22398 nitrilase (EC 3.5.5.1) 
Arabidopsis thaliana >gi_16400_emb_CAA4 5O41_ (X63445) 
nitrilase I [Arabidopsis thaliana] 

164984 

LIB3177-084-P1-K1-B2 

BLASTX 

g3914740 

272 

l.Oe-24 

64 

86 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA1894 1 
(D784 95) ribosomal protein [Brassica rapa] ~ 

164985 

LIB3177-084-P1-K1-B3 

BLASTN 

g2264316 

92 

3.0e-44 

349 

38 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 

164986 

LIB3177-084-P1-K1-B4 

BLASTX 

g4371282 

569 

8.0e-59 

122 

96 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsi 
thaliana] 



Seq. No, 164987 

Seq. ID LIB3177-084-P1-K1-B5 

Method BLASTX 

NCBI GI g2435604 

BLAST score 82 

E value 9.0e-ll 

Match length 69 

% identity 4 5 



22122 



NCBI Description 



(AF026213) strong similarity to Saccharomyces cerevisiae 
endosomal P24A protein (SP:P32802) [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164988 

LIB3177-084-P1-K1-B6 

BLASTN ^ 

g4589440 

171 

2.0e-91 

210 

94 

Arabidopsis thaliana genomic 
MSD21, complete sequence 



DNA, chromosome 3, PI clone: 



164989 

LIB3177-084-P1-K1-B7 

BLASTX 

g3850573 

723 

8.0e-77 

146 

97 

(AC005278) Similar to gi_1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA7124 62, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 

164990 

LIB3177-084-P1-K1-B9 

BLASTX ' 

gl363489 

745 

2.0e-79 

144 

98 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164991 

LIB3177-084-P1-K1-C1 

BLASTX 

gll70247 

445 

2.0e-44 

104 

78 

HEVEIN-LIKE PROTEIN PRECURSOR >gi_407248 (U01880) 
pre-hevein-like protein [Arabidopsis thaliana] 

164992 

LIB3177-084-P1-K1-C10 

BLASTX 

g4587564 

581 

3.0e-60 
119 



22123 



% identity 93 

NCBI Description (AC006550) Strong similarity to gb_X14017 photosystem I 

reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb_R30423, gb_T42998, gb_Z18178, gb T14133, 
gb_N65521, gb_T42498, gb_T41918, gb_N38024 

164993 ' ' 

LIB3177-084-P1-K1-C12 
BLASTX 
g3882356 
255 

6.0e-22 
97 
54 

(U92460) 12-oxophytodienoate reductase 0PR2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164994 

LIB3177-084-P1-K1-C2 

BLASTX 

g3478700 

517 

l.Oe-52 

118 

86 

(AF034387) AFT protein [Arabidopsis thaliana] 
164995 

LIB3177-084-P1-K1-C4 

BLASTX 

g3136336 

152 

4.0e-10 

99 

28 

{AF064552) calmodulin; Cam* [Apium graveolens] 
164996 

LIB3177-084-P1-K1-C6 

BLASTX 

g4585935 

537 

3.0e-55 

104 

97 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] ~ 

164997 

LIB3177-084-P1-K1-C7 

BLASTN 

gl66645 

69 

5.0e-31 

113 

91 



22124 



NCBI Description Arabidopsis thaliana light-harvesting chlorophyll 
a/b-binding protein (Cab4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



164998 

LIB3177-084-P1-K1-C8 - 

BLASTX 

g520478 

541 

2.0e-55 

111 

98 

{U09137) pyruvate dehydrogenase El beta subunit 

[Arabidopsis thaliana] >gi_1090498_prf 2019230A pyruvate 

dehydrogenase [Arabidopsis thaliana] 

164999 

LIB3177-084-P1-K1-C9 

BLASTX 

gl082054 

301 

2.0e-27 

56 

100 

{Z49859) copper transporter protein [Arabidopsis thaliana] 
165000 

LIB3177-084-P1-K1-D1 
BLASTN 
-g4531433 
187 

l.Oe-101 

251 

94 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

165001 

LIB3177-084-P1-K1-D10 

BLASTX 

gll5778 

114 

4.0e-48 

103 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_282896_pir S22511 chlorophyll 

a/b-binding protein (cab-1) - white mustard 
>gi_21138_emb_CAA34 459_ (X16436) chlorophyll a/b-binding 
protein (AA 1-266) [Sinapis alba] >gi_21140_emb_CAA33903 
{X15894) chlorophyll a/b-binding polypeptide [Sinapis alba] 

165002 

LIB3177-084-P1-K1-D11 

BLASTX 

g3914442 

419 

3.0e-41 



22125 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



105 
78 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi__1916350 (U92504) PSI-H subunit [Brassica rapa] 

165003 

LIB3177-084-P1-K1-D2 

BLASTX 

g461550 

352 

l.Oe-33 

89 

84 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 {M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

165004 

LIB3177-084-P1-K1-D3 

BLASTX 

g416758 

340 

4.0e-32 

110 

61 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

165005 

LIB3177-084-P1-K1-D5 

BLASTN 

g2656028 

349 

O.Oe+00 

357 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone- 
MNF13 

165006 

LIB3177-084-P1-K1-D7 

BLASTN 

gl66645 

178 

8.0e-96 

178 

100 

Arabidopsis thaliana light-harvesting chlorophyll 
a/b-binding protein (Cab4) mRNA, complete cds 

165007 

LIB3177-084-P1-K1-D8 



22126 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl657620 

287 

l.Oe-160 

291 

100 

Arabidopsis thaliana putative acyl-coA dehydrogenase G6p 
{AtG6) mRNA, complete cds 

165008 

LIB3177-084-P1-K1-D9 

BLASTX 

gl408473 

431 

5.0e-47 

100 

96 

(048939) actin depolymerizing factor 2 [Arabidopsis 
thaliana] 

165009 

LIB3177-084-P1-K1-E10 

BLASTX 

g4585882 

239 ■ 

3.0e-20 

46 

100 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

165010 

LIB3177-084-P1-K1-E11 

BLASTX 

gl32102 

718 

3,0e-76 

136 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165011 

LIB3177-084-P1-K1-E2 

BLASTN 

g3869075 

49 

2.0e-19 

57 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone: 



22127 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165012 

LIB3177-084-P1-K1-E3 

BLASTX 

g3915865 

292 

l.Oe-26 

59 

93 

4 OS RIBOSOMAL PROTEIN S4 
165013 

LIB3177-084-P1-K1-E5 

BLASTX 

g2832355 

497 

3.0e-50 

113 

87 

(Y14074) HMG protein [Arabidopsis thaliana] 
165014 

LIB3177-084-P1-K1-E6 

BLASTX 

g430947 

275 

l.Oe-24 

85 

67 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

165015 

LIB3177-084-P1-K1-E7 

BLASTN 

g457403 

161 

3.0e-85 

161 

100 

Arabidopsis thaliana mRNA for MAP kinase, complete cds 
165016 

LIB3177-084-P1-K1-E8 

BLASTN 

g4678705 

448 

O.Oe+00 

456 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
{ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165017 

LIB3177-084-P1-K1-E9 

BLASTN 

g4454447 

312 



22128 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-175 

316 

100 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165018 

LIB3177-084-P1-K1-F10 

BLASTX 

gll72969 

534 

l.Oe-54 

112 

95 

60S RIBOSOMAL PROTEIN 
ribosomal protein Lll 



S49033 



Lll (L16) >gi_629552_pir_ 
e - Arabidopsis thaliana 
>gi_550544_emb_CAA57394_ (X81798) ribosomal protein L16 
[Arabidopsis thaliana] 



Seq. No. 


165019 




Seq. ID 


LIB3177-084 


-Pl-Kl-Fll 


Method 


BLASTN 




NCBI GI 


g3047074 




BLAST score 


455 




E value 


O.Oe+00 




Match length 


455 




% identity 


100 




NCBI Description 


Arabidopsis 


thaliana BAC F21E10 


Seq. No. 


165020 




Seq. ID 


LIB3177-084- 


-P1-K1-F12 


Method 


BLASTN 




NCBI GI 


g2477521 




BLAST score 


29 




E value 


2.0e-06 




Match length 


412 




% identity 


18 




NCBI Description 


Arabidopsis 


thaliana chromosome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



165021 

LIB3177-084-P1-K1-F3 

BLASTN 

g3063690 

301 

l.Oe-169 

364 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F4D11 



165022 

LIB3177-084-P1-K1-F4 

BLASTX 

gl350956 

587 

7.0e-61 



22129 





117 




^ o 






Sea No 


X ^ 


Sea ID 


T.TR'^1 77-nft4-P1 -?f1 -TR 
xjxd^x// vjo*i itx x\x rj 


Method 


BLASTN 


NCBI GI 


g3043414 


RT.AST <^f^or<= 


77 


F. V3 1 n 

u V a u. 






1 7 Q 






iNk^ox UcoCX j-pt. ion 


HraDxuopsxs cnaiiana ihkna ror At— nsc/U~o prote 


Sea No 


1 fisns>d 


Sea in 


xiXDOx / / U04 irx i\x ro 


Method 


BLASTX 


NCBI GI 


g4741962 




J o ^ 


F. 1 

l-J V Cl X Lie 






X fl *1 


o J-VJCI 1 L. J- L. y 


R7 




\i\cLo^LoL) rSDb protein LAraDiuopsis tnaiiana] 








xjxdox/ / U04 iri r\i ro 


Method 


BLASTX 


NCBI GI 


g2498731 


BLAST score 


197 


E value 


4.0e-15 


Match length 


45 


% identity 


80 


NCBI Description 


PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA8 9838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

165026 

LIB3177-084-P1-K1-F9 

BLASTX 

g4406774 

754 

2.0e-80 

149 

98 

{AC006836) putative nonsense-mediated rtiRNA decay protein, 
5* partial [Arabidopsis thaliana] 

165027 

LIB3177-084-P1-K1-G10 

BLASTX 

gl32074 

665 

4.0e-70 

122 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 



22130 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165028 

LIB3177-084-P1-K1-G11 

BLASTX 

g3885511 

420 

3.0e-41 

103 

82 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

165029 

LIB3177-084-P1-K1-G12 

BLASTX 

g2811028 

660 

2.0e-69 

149 

89 

HYPOTHETICAL 47.9 KD PROTEIN M021B04.12 >gi_2191188; 
(AF007271) similar to S. cerevisiae SIKIP ( PID: g984964 ) 
[Arabidopsis thaliana] 

165030 

LIB3177-084-P1-K1-G2 

BLASTX 

gl32074 

589 

3.0e-61 

110 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165031 

LIB3177-084-P1-K1-G4 

BLASTX 

g4678941 

443 

6.0e-44 

89 

99 

(AL049711) gamma response I protein [Arabidopsis thaliana] 
165032 

LIB3177-084-P1-K1-G5 

BLASTN 

g4314374 

297 

l.Oe-166 
4 62 



22131 



% identity 


100 


NCBI Description 






ocmatsiioc/ ouiupicLti oequence lAraoiaopsis tnaxianaj 


Seq. No. 


165033 


Seq. ID 


LIB317 7-084 -P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gll73218 


BLAST score 


616 


E value 


3.0e-64 


Match length 


122 


% identity 


99 


NCBI De<5r r 1 n1- 1 on 


4UO rvXDWowrirtJj rrvUiCjiiN o±OH. -^yl fl^UOZ4 iij^i/4bl} rXDOSOinal 




o X w» ciiJ-LvJ.u^o -Lo Lild J. J-dlla J '^yj- ^XOUXOU \ArUUX4i^J 




L.tjpicit)iuiL, iXiJOi)Oiua± prouein oioa [AraDxaopsis tnalianaj 


Seq. No. 


165034 


Seq. ID 


LIB3177-084-P1-K1 -^7 


Method 


BLASTN 


NCBI GI 


g2264316 


BLAST score 


91 


E value 


2 . Oe-43 


Match length 


404 


% identit"\/' 




NCBI Description 


r-ix cuLj j-KUKj^ J A. c> L-iiaixdiici yciiuiu±(_ uN/i.^ cnromosoine O/ irx cxone i 




LitvuxXf couipxeue sequence [/iraDxaopsxs tnaxxanaj 


Seq. No. 


165035 
-i- \j ^ \j ^ %j 


Seq. ID 


LIB3 177-084 -PI -K1 -Hft 

■1-1 X LJ<J Xf / W w ^ XX 1\ X vj O 


Method 


BLASTX 


NCBI GI 


g2330797 


BLAST score 


226 


E value 


1 . Oe-18 


Matph 1 pnrr+*h 


X J. *x 


% identity 


43 


NCBI Descrinl" 1 on 


\ £1:30 dux; zxnc xxnger prouexn L^cnxzosaccnaroiuyces poniDej 


Seq. No. 


165036 
J. \j >j \j ^ \j 


Seq. ID 


LIB3177-08 4-Pl-K1-f;q 


Method 


BLASTX 


NCBI GI 


g4741960 


BLAST score 


358 


E value 


3 . Oe-34 


Match length 


76 


% identity 


93 


NCBI Description 


fAF134130^ Lhrbfi nrofpin F A-r;:5hi Hooq -i c: 1-halianal 


Seq. No. 


165037 


Seq. ID 


LIB3177-084-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gll5385 


BLAST score 


555 


E value 


4 . Oe-57 


Match length 


111 


% identity 


97 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 




22132 



chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165038 

LIB3177-084-P1-K1-H2 

BLASTX 

g3983125 

645 

9.0e-68 

126 

100 

(AF09764 8) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

165039 

LIB3177-084-P1-K1-H3 

BLASTX 

gl32074 

75 

2.0e-56 

107 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165040 

LIB3177-084-P1-K1-H4 

BLASTN 

g2576362 

115 

2.0e-58 

123 

98 

Arabidopsis thaliana amino acid transport protein mRNA, 
complete cds 

165041 

LIB3177-084-P1-K1-H5 

BLASTX 

gll5385 

475 

9.0e-48 

91 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165042 

LIB3177-084-P1-K1-H6 

BLASTX 

gll45697 

316 

2.0e-29 

68 

94 



22133 



NCBI Description 



{U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 


165043 


Seq. ID 


LIB3177-084-P1-K1-H8 


Method 


RT.A^TX 


NPRT GJ 


^ ^ 0 ^ 0 .J ^ 


BLAST score 


344 


1—1 V a j_ Li ~ 






7fi 


% 1 dpni" 1 1" V 


91 


NPRT np e^r^r 1 i nn 

1^ V_f U X C 0 JL. JL k>r L X W 1 1 


^iiu o^iiv^^ J. ^ OCX a L. 


Seq. No. 


165044 


Seq. ID 


LIB3177-085-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g3337347 


BLAST score 


185 


E value 


l.Oe-99 


Match length 


445 


% identity 


100 


NCBI Description 


Arabidopsis thaliana ^ 



,7.2.3) - spinach (fragment) 



■sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165045 

LIB3177-085-P1-K1-A10 

BLASTN 

g4662640 

446 

O.Oe+00 

458 

99 

Arabidopsis thaliana chromosome II BAG F15K19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165046 

LIB3177-085-P1-K1-A11 

BLASTX 

g3928758 

555 

3.0e-57 

116 

91 

{AB007987) Lipoic acid synthase [Arabidopsis thaliana] 
>gi_4454462_gb_AAD20909_ (AC006234) putative lipoic acid 
synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165047 

LIB3177-085-P1-K1-A12 

BLASTX 

g4512615 

164 

3.0e-55 

116 

100 

(AC004793) Strong similarity to gb_X59970 3-isopropylmalate 
dehydrogenase (IMDH) from Brassica napus . EST gb_F14478 



22134 



comes from this gene. [Arabidopsis thaliana] 



Seq. No. 


165048 


Seq. ID 


LIB3177-085-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


a2832625 


BLAST score 


693 


E value 


3 . Oe-73 


Match 1 pnrf^h 


128 


% idpnl" i 1* V 


100 


NCBI Description 


(AL021711) Dutative i 


Seq. No. 


165049 


Seq. ID 


LIB3177-085-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4263771 


BLAST score 


515 


E value 


2.0e-52 


Match length 


152 


% identity 


70 


NCBI Description 


(AC006218) putative i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321. 1_AC006436_12 (AC006436) putative 
nonspecific lipid-transf er protein precursor [Arabidopsis 
thaliana] 



165050 

LIB3177-085-P1-K1-A4 

BLASTX 

g4204285 

505 

2.0e-51 

125 

75 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



165051 

LIB3177-085-P1-K1-A5 

BLASTN 

g2358139 

306 

l.Oe-172 

306 

100 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



165052 

LIB3177-085-P1-K1-A6 

BLASTX 

g2501188 

608 

3.0e-63 

146 

84 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir S71191 TH14 



22135 



protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165053 

LIB3177-085-P1-K1-A7 

BLASTN 

g3420042 

136 

2.0e-70 

429 

96 

Arabidopsis thaliana chromosome II BAG T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165054 

LIB3177-085-P1-K1-A8 

BLASTN 

g4589419 

373 

O.Oe+00 

429 

48 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K2I5, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165055 

LIB3177-085-P1-K1-A9 

BLASTN 

g2760316 

303 

l.Oe-170 ■ 

373 

97 

The sequence of BAG F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 



165056 

LIB3177-085-P1-K1-B1 . 

BLASTX 

g3885511 

420 

3.0e-41 

103 

82 

(AF084200) similar to PSI- 
barley [Medicago sativa] 



K subunit of photosystem I from 



165057 

LIB3177-085-P1-K1-B10 

BLASTX 

gl32102 

729 

2.0e-77 

138 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
{RUBISCO SMALL SUBUNIT 2B) >gi 68061 pir RKMUB2 



22136 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb CAA32701 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] ^ 

165058 

LIB3177-085-P1-K1-B11 

BLASTX 

g3914826 

498 

l.Oe-50 

98 

100 

DNA-DIRECTED RNA POLYMERASE CHLOROPLAST PRECURSOR 
>gi_2330560_emb_CAA69972_ (Y08722) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_2330564_emb_CAA69717_ (Y08463) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_4115372 {AC005967) chloroplast single subunit 
DNA-dependent RNA polymerase [Arabidopsis thaliana] 

165059 

LIB3177-085-P1-K1-B2 
. BLASTX 
g4455248 
363 

l.Oe-34 

77 

100 

(AL035523) acyl carrier-like protein [Arabidopsis thaliana] 
165060 

LIB3177-085-P1-K1-B3 

BLASTX 

g4337175 

668 

2.0e-70 

148 

90 

(AC006416) ESTs gb_T20589, gb_T04648, gb AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb T76570 
gb_R90004, gblT45020, gb_T42457, gb_T20921, gb~AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

165061 

LIB3177-085-P1-K1-B4 

BLASTN 

g4454447 

24 

5.0e-04 

159 

76 

Arabidopsis thaliana chromosome II BAG F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165062 

LIB3177-085-P1-K1-B5 



22137 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 
gl6407 
207 

l.Oe-112 

207 

100 

Arabidopsis thaliana PIPlb gene 
165063 

LIB3177-085-P1-K1-B6 

BLASTX 

g3142289 

48 

2.0e-53 

118 

92 

{AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

165064 

LIB3177-085-P1-K1-B7 

BLASTX 

g2497733 

591 

2.0e-61 

117 ' ■ 

97 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 {AC005499) unknown 
protein [Arabidopsis thaliana] 



165065 

LIB3177-085-P1-K1 

BLASTX 

g4263655 

205 

6.0e-26 

74 

76 

(AC006136) 
thaliana] 



■B8 



putative reverse transcriptase [Arabidopsis 



165066 

LIB3177-085-P1-K1-B9 

BLASTX 

g4336756 

688 

l.Oe-72 

134 

97 

(AF104453) catalase [Brassica juncea] 
165067 

LIB3177-085-P1-K1-C10 

BLASTX 

g3688799 



22138 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168 

l.Oe-11 

53 

68 

{AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 

165068 

LIB3177-085-P1-K1-C11 

BLASTX 

gl769905 

49 

l.Oe-21 

86 

69 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

165069 

LIB3177-085-P1-K1-C12 

BLASTN 

g4835223 

4,37 

O.Oe+00 

462 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone F18B3 
{ESSA project) 

165070 

LIB3177-085-P1-K1-C2 

BLASTX 

g4454036 

642 

2.0e-75 

139 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

165071 

LIB3177-085-P1-K1-C3 

BLASTX 

g4538963 

523 

2.0e-53 

136 

60 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4 741958_gb_AAD2877 6. 1_AF134129 1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] ~ 

165072 

LIB3177-085-P1-K1-C5' 

BLASTN 

g3236234 

244 



22139 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



l.Oe-135 
324 
93 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165073 

LIB3177-085-P1-K1-C6 

BLASTX 

g4415907 

538 

4.0e-55 

108 

97 

{AC006282) 60S ribosomal protein L24 [Arabidopsis thaliana] 
>gi 4581159_gb_AAD24 643.1_AC006919_21 (ACQ06919) putative 
60S ribosomal protein L24 [Arabidopsis thaliana] 

165074 

LIB3177-085-P1-K1-C7 

BLASTN 

g4220627 

128 

l.Oe-65 
4 68 
5 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone- 
K20J1, complete sequence [Arabidopsis thaliana] 

165075 

LIB3177-085-P1-K1-C8 

BLASTX 

g4741960 

589 

4.0e-61 

126 

89 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
165076 

LIB3177-085-P1-K1-D1 

BLASTX 

g2160168 

752 

3.0e-80 

151 

97 

(AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652) . ESTs 
gb T41853,gb_T76648 come from this gene. [Arabidopsis 
thaliana] 

165077 

LIB3177-085-P1-K1-D11 

BLASTX 

g4102703 

268 



22140 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



l.Oe-23 
56 
98 

(AF015274) ribulose-5-phosphate-3-epimerase [Arabidopsis 
thaliana] ^ 

165078 

LIB3177-085-P1-K1-D12 

BLASTX 

gl32102 

767 

6.0e-82 

140 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir_RKMUB2 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
^vi?.^^?"''^ 7 ^^^^i^opsis thaliana >gi_16194 emb CAA32701 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 

165079 

LIB3177-085-P1-K1-D2 

BLASTN 

g2828185 

166 

2.0e-88 

317 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone- 
MUD21, complete sequence [Arabidopsis thaliana] 

165080 

LIB3177-085-P1-K1-D3 

BLASTX 

g3123271 

517 

9.0e-53 

100 

97 

40S RIBOSOMAL PROTEIN S6 >gi_2224 751_emb_CAA74381 (Y14052) 
rxbosomal protein S6 [Arabidopsis thaliana] 

165081 

LIB3177-085-P1-K1-D4 

BLASTX 

g4455251- 

443 

6.0e-44 

132 

67 

{AL035523) magnesium-protoporphyrin IX 
methyltransferase-like protein [Arabidopsis thaliana] 

165082 ' 

LIB3177-085-P1-K1-D5 
BLASTX 



22141 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gl657621 
774- 

9.0e-83 
159 
92 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

165083 

LIB3177-085-P1-K1-D8 

BLASTN 

g2564046 

178 

2.0e-95 

471 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MGI19, complete sequence [Arabidopsis thaliana] 

165084 

LIB3177-085-P1-K1-D9 

BLASTX 

g2894564 

127 

9.0e-28 

65 

98 

(AL021890) putative protein [Arabidopsis thaliana] 
165085 

LIB3177-085-P1-K1-E1 

BLASTX 

g4741960 

472 

2.0e-47 

109 

83 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
165086 

LIB3177-085-P1-K1-E11 

BLASTX 

g4741940 

637 

l.Oe-66 

119 

68 

(AF134120) Lhca2 protein [Arabidopsis thaliana] " 
165087 

LIB3177-085-P1-K1-E12 

BLASTN 

g2618601 

301 

l.Oe-169 

341 

97 



22142 



NCBI Description 



Seq. No. 
Seq, ID 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
'BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
,NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 

165088 

LIB3177-085-P1-K1-E2 

BLASTX 

g4539459 

165 

8.0e-12 

58 

57 

(AL049500) putative protein [Arabidopsis thaliana] 
165089 

LIB3177-085-P1-K1-E3 

BLASTX 

gll75012 

149 

3.0e-39 

87 

99 

PLASMA MEMBRANE INTRINSIC PROTEIN IC (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_emb_CAA49155_ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] ' 

165090 

LIB3177-085-P1-K1-E5 

BLASTX 

gl33709 

149 

2.0e-09 

45 

60 

CYANELLE 30S RIBOSOMAL PROTEIN SIO >gi_70927_pir R3KT10 

ribosomal protein SIO - Cyanophora paradoxa cyanelle 
>gi_11391_emb_CAA36388_ (X52143) ribosomal protein SIO (AA 
1-105) [Cyanophora paradoxa] >gi_336632 (M35206) ribosomal 
protein SIO (rpslO; rpsJ) [Cyanophora paradoxa] >gi_1016150 
(U30821) ribosomal protein SIO [Cyanophora paradoxa] 

165091 

LIB3177-085-P1-K1-E6 

BLASTX 

g282865 

616 

3.0e-64 

123 

70 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

165092 

LIB3177-085-P1-K1-E7 



22143 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g2244950 

145 

9.0e-76 

201 

93 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



165093 

LIB3177-085-P1-K1-E8 

BLASTX 

g2970036 

145 

6.0e-09 

35 

83 

(D88537) delta 9 desaturase [Arabidopsis thaliana] 
165094 

LIB3177-085-P1-K1-E9 

BLASTX 

g4544443 

167 

9.0e-12 

33 

100 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

165095 

LIB3177-085-P1-K1-F10 

BLASTX 

g4741952 

366 

4.0e-35 

108 

68 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
165096 

LIB3177-085-P1-K1-F11 

BLASTX 

g3249100 

516 

9.0e-53 

103 

94 

(AC003114) Match to calreticulin (AtCRTL) mRNA gb_U27698 
and DNA gb_U66344. ESTs gb_T45719, gb_T22451, gb_H36323 
and gb_AA042519 come from this gene. [Arabidopsis thaliana] 

165097 

LIB3177-085-P1-K1-F12 

BLASTX 

g417381 

668 



22144 



2.0e-70 

150 

88 

NITRILASE 1 >gi_99738_pir_S22398 nitrilase {EC 3.5.5.1) - 

Arabidopsis thaliana >gi_164 00_emb_CAA45041_ (X63445) 

nitrilase I [Arabidopsis thaliana] . 

165098 

LIB3177-085-P1-K1-F2 

BLASTX 

gll5767 

706 

7.0e-75 

132 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_8 1603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


165099 


Seq. ID 


LIB3177-085-P1-K1-F4 


i its Cl ivJU 


RT n CTV 




g4 / 4 1 y 


Dij/\o 1 score 




E value 


7.0e-57 


Match length 


108 


% identity 


97 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


165100 


Seq. ID 


LIB3177-085-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


33 


E value 


7.0e-09 


Match length 


53 


% identity 


91 


NCBI Description 


Cucumis sativus itiRNA for patatin-like protein, partial 


Seq. No. 


165101 


Seq. ID 


LIB3177-085-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2583125 


BLAST score 


368 


E value 


4.0e-35 


Match length 


108 


% identity 


73 


NCBI Description 


(AC002387) putative transketolase precursor [Arabidops; 
thaliana] 


Seq. No. 


165102 


Seq. ID 


LIB3177-085-P1-K1-F7 


Method 


BLASTX 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22145 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g417103 
453 

3.0e-45 

92 

100 

HISTONE H3,2, MINOR >gi_282871_pir S24346 histone 

H3.'3-like protein - Arabidopsis thaliana 

>gi_16324_einb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_einb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 {U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_einb_CAA56153_ {X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ {AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 {AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1 
(AL035708) Histon H3 [Arabidopsis thaliana] 

165103 

LIB3177-085-P1-K1-F8 

BLASTN 

g2262135 

340 

O.Oe+00 

456 

100 

Arabidopsis thaliana BAC TlOPll from chromosome IV, near 15 
cM, complete sequence 

165104 

LIB3177-085-P1-K1-F9 

BLASTX 

g320558 

511 

4.0e-52 

117 

89 

DNA-binding protein - Arabidopsis thaliana >gi_601843 
(M25268) DNA~binding protein [Arabidopsis thaliana] 

165105 

LIB3177-085-P1-K1-G1 

BLASTX 

gl755160 

526 

l.Oe-53 

114 

89 

(U75191) germin-like protein [Arabidopsis thaliana] 
>gi_1755174 (U75198) germin-like protein [Arabidopsis 



22146 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165106 

LIB3177-085-P1-K1-G10 

BLASTX 

g3-915847 

650 * 

2.0e-68 

131 

96 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

165107 

LIB3177-085-P1-K1-G11 

BLASTX 

gll3026 

729 

2.0e-77 

151 

91 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 

165108 

LIB3177-085-P1-K1-G12 

BLASTX 

gl922944 

244 

7.0e-21 

69 

74 

(AC000106) Strong similarity to Picea histone H2A 
(gb_X67819) . ESTs gb_ATTS3874 , gb__T4 6627 , gb_T14 194 come from 
this gene. [Arabidopsis thaliana] 

165109 

LIB3177-085-P1-K1-G2 

BLASTX 

gl32110 

657 

4.0e-69 

122 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 



165110 



22147 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ 

Match length 

% identity 

NCBI Description 



LIB3177-085-P1-K1-G3 

BLASTX 

g4510385 

571 

5.0e-59 

142 

75 

(AC007017) unknown protein [Arabidopsis thaliana] 
165111 

LIB3177-085-P1-K1-G4 

BLASTN 

g2191126 

208 

l.Oe-113 

208 

100 

Arabidopsis thaliana BAG IG002N01 
165112 

LIB3177-085-P1-K1-G5 

BLASTX 

g3912997 

509 

9.0e-52 

113 

94 

FLORAL HOMEOTIC PROTEIN AGL15 >gi_2129535_pir S71200 AGL15 

protein - Arabidopsis thaliana >gi_790635 (U22528)' AGL15 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165113 

LIB3177-085-P1-K1-G6 

BLASTX 

gll61926 

326 

3.0e-30 

161 

46 

(U34392) 
max] 



alpha-carboxyltransf erase aCT-1 precursor [Glycine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165114 

LIB3177-085-P1-K1-G8 

BLASTX 

g4586021 

719 

2.0e-76 

138 

100 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 

165115 

LIB3177-085-P1-K1-G9 

BLASTX 

g282865 



22148 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



594 

l.Oe-61 

120 

69 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi__166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

165116 

LIB3177-085-P1-K1-H1 

BLASTX 

g4263525 

617 

2.0e-64 

143 

85 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

165117 

LIB3177-085-P1-K1-H10 

BLASTX 

g2160151 

601 

2.0e-62 

129 

89 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 



Seq. No. 


165118 


Seq. ID 


LIB3177-085-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


533 


E value 


9.0e-55 


Match length 


101 


% identity 


99 


NCBI Description 


(AF134126) Lhcb3 protein 


Seq. No. 


165119 


Seq. ID 


LIB3177-085-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl550740 


BLAST score 


436 


E value 


8.0e-49 


Match length 


99 


% identity 


99 


NCBI Description 


(Y07961) GDP-associated : 


Seq. No. 


165120 


Seq. ID 


LIB3177-085-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g541858 



22149 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * - 

Match length 

% identity 

NCBI Description 



657 

4.0e-69 

126 

99 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbj_BAA03921_ (D164 54) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

165121 

LIB3177-085-P1-K1-H3 

BLASTX 

g2654122 

321 

9.0e-30 

102 

66 

(AF034 694) ribosomal protein L23a [Arabidopsis thaliana] 
165122 

LIB3177-085-P1-K1-H4 
BLASTX 
gll5783 
.589 
3.0e-61 
112 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

14 0) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165123 

LIB3177-085-P1-K1-H5 

BLASTX 

g336392 

336 

7.0e-40 

129 

75 

(J05215) ribosomal protein S17 [Arabidopsis thaliana] 
165124 

LIB3177-085-P1-K1-H6 

BLASTN 

g3228389 

253 

l.Oe-140 

473 

99 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

165125 

LIB3177-085-P1-K1-H7 

BLASTX 

g4586256 



22150 



BLAST score 
.E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match^ length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



598 

3.0e-62 

144 

82 

(AL049640) probable photosystem I chain XI precursor 
(Arabidopsis thaliana] 

165126 

LIB3177-085-P1-K1-H8 

BLASTX 

g2618723 

650 

3.0e-68 

130 

96 

(U49073) IAA17 [Arabidopsis thaliana] >gi_2921756 
(AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 
>gi_4389514_gb_AAB70451_ (AC000104) Identical to 
Arabidopsis gb_AF040632 and gb_U49073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F14074 come from this gene. [Arabidopsis • 
thaliana] 



165127 

LIB3177-085-P1-K1-H9 

BLASTN 

g2191126 

355 

O.Oe+00 

371 

99 

Arabidopsis thaliana 



BAC IG002N01 



165128 

LIB3177-08 6-P1-K1-A1 

BLASTX 

g4585966 

547 

2.0e-56 

110 • 
95 

(AC005287) Putative dihyrdolipoamide acetyltransf erase 
[Arabidopsis thaliana] 

165129 

LIB3177-08 6-P1-K1-A11 

BLASTX 

g2581783 

410 

3.0e-40 

89 

92 

(U94998) class 1 non-symbiotic hemoglobin [Arabidopsis 
thaliana] >gi_4 678203_gb_AAD2694 9. 1_AC007134_7 (AC007134) 
class 1 non-symbiotic hemoglobin (AHBl) [Arabidopsis 
thaliana] 



Seq. No. 



165130 



22151 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-086-P1-K1-A12 

BLASTX 

g2829891 

396 

9.0e-39 

91 

87 

(AC002311) Unknown protein [Arabidopsis thaliana] 
165131 

LIB3177-086-P1-K1-A2 

BLASTN 

g4220644 

155 

9.0e-82 

395 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone; 
MXL8, complete sequence [Arabidopsis thaliana] 

165132 

LIB3177-086-P1-K1-A3 

BLASTX 

g543841 

543 

9.0e-56 
108 

97 ^ 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



>gi_322518_pir S28875 

_ - Arabidopsis thaliana >gi_166586 

(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 {AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

165133 

LIB3177-08 6-P1-K1-A5 

BLASTX 

gll75013 

531 

2.0e-54 

119 

87 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_62 9542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ {X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

165134 

LIB3177-086-P1-K1-A6 

BLASTN 

g928931 

203 

l.Oe-110 

227 

97 

A. thaliana mRNA for putative dTDP-glucose 4-6-dehydratases 



22152 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



165135 

LIB3177-086-P1-K1-A8 

BLASTX 

gl32677 

71 

8.0e-36 

112 

75 

50S RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi_71241_pir R5MUL5 ribosomal protein LI 5 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 97_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 

165136 

LIB3177-086-P1-K1-B1. 

BLASTX 

g99696 

314 

4.0e-29 

84 

76 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

165137 

LIB3177-086-P1-K1-B10 

BLASTX 

gl402908 

197 

5.0e-65 

132 

93 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4455802_emb_CAB37193_ {AJ133036) 
peroxidase [Arabidopsis thaliana] 

165138 

LIB3177-086-P1-K1-B11 

BLASTX 

g2062161 

668 

2.0e-70 

126 

50 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

165139 

LIB3177-08 6-P1-K1-B12 
BLASTX 



22153 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3450842 
403 

l.Oe-39 

86 

87 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



165140 

LIB3177-086-P1-K1-B2 

BLASTN 

g4587641 

212 

l.Oe-115 

373 

99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

165141 

LIB3177-086-P1-K1-B3 

BLASTX 

gl32074 

557 

2.0e-57 

103 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165142 

LIB3177-086-P1-K1-B4 

BLASTX 

g4584110 

299 

4.0e-27 

111 

53 

(AJ133639) SAH7 protein [Arabidopsis thaliana] 
165143 

LIB3177-086-P1-K1-B9 

BLASTN 

g3510336 

47 

3.0e-17 

146 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

165144 

LIB3177-086-P1-K1-C1 

BLASTX 

g3242722 



22154 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



778 

3.0e-83 

147 

100 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



165145 

LIB3177-086-P1-K1-C10 

BLASTX 

g4582787 

473 

l.Oe-47 

109 

82 

{AJ012281) adenosine kinase [Zea mays] 
165146 

LIB3177-086-P1-K1-C11 

BLASTX 

g3273743 

281 

2.0e-49 

118 

80 

(AF057357) lipid transfer protein 2" precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

165147 

LIB3177-08 6-P1-K1-C12 

BLASTX 

g399013 

294 

2.0e-26 

105 

61 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X6554 9) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

165148 

LIB3177-086-P1-K1-C2 

BLASTX 

g2058282 

371 

l.Oe-35 

101 

76 

(X97377) atranbpla [Arabidopsis thaliana] 
165149 

LIB3177-08 6-P1-K1-C4 



22155 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTN 

g4757409 

414 

O.Oe+00 

'443 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 

165150 

LIB3177-086-P1-K1-C5 

BLASTX 

g2832363 

656 

6.0e-69 

125 

100 

(Y14075) HMG protein [Arabidopsis thaliana] 
>gi_3367575_emb_CAA20027_ (AL031135) HMG delta protein 
[Arabidopsis thaliana] 

165151 

LIB3177-086-P1-K1-C6 ' 

BLASTN 

g4490324 

320 

l.Oe-180 

340. 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 

165152 

LIB3177-086-P1-K1-C7 

BLASTX 

g2246621 

342 

l.Oe-32 

71 

96 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 

165153 

LIB3177-086-P1-K1-C8 

BLASTX 

g3914740 

491 

9.0e-50 

106 

91 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA1894 1_ 
(D78495) ribosomal protein [Brassica rapa] ~ 

165154 

LIB3177-086-P1-K1-C9 
BLASTX 



22156 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421826 
284 

l.Oe-25 

73 

74 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq-. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165155 

LIB3177-086-P1-K1-D1 

BLASTN 

g4309683 

132 

2.0e-68 

152 

97 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

165156 

LIB3177-086-P1-K1-D10 

BLASTX 

gll5767 

626 ' 

2.0e-65 

119 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb__CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165157 

LIB3177-086-P1-K1-D11 

BLASTX 

g4585935 

499 

4 .Oe-58 

114 

100 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

165158 

LIB3177-086-P1-K1-D12 

BLASTN 

g2584827 

173 

2.0e-92 

339 

98 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence. 



22157 



complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165159 

LIB3177-086-P1-K1-D2 

BLASTX 

g4587541 

653 

l.Oe-68 

132 

97 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T44453, gb_T04815, 
gb_T45993, gb_R30138, gb_AI099570 and gb_T22281 come from 
this gene. [Arabidopsis thaliana] 

165160 

LIB3177-086-P1-K1-D3 

BLASTN 

g3510347 

229 

l.Oe-126 

373 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, Pl^= clone: 
MSJll, complete sequence [Arabidopsis thaliana] 



165161 

LIB3177-08 6-P1-K1-D4 

BLASTX 

g3157944 

308 

4.0e-59 

122 

94 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U7 9769 from Mesembryanthemum crystallinum 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 

165162 

LIB3177-086-P1-K1-D6 

BLASTX 

g4741962 

280 

2.0e-50 

145 

54 

(AF134131) PsbS protein [Arabidopsis thaliana] 
165163 

LIB3177-086-P1-K1-D7 

BLASTX 

g2119846 

323 

6.0e-58 
120 



22158 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64 4 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photpsystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_333737i" {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165164 

LIB3177-086-P1-K1-D8 

BLASTX 

g2695965 

171 

3.0e-12 

126 

31 

(AL010186) pks4 [Mycobacteriuin tuberculosis] 
165165 

LIB3177-086-P1-K1-D9 

BLASTX 

g3157944 

356 

2.0e-34 

75 

95 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U79769 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 

165166 

LIB3177-086-P1-K1-E10 

BLASTN 

g3702732 

199 

l.Oe-108 

290 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGFIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165167 

LIB3177-08 6-P1-K1-E2 

BLASTN 

g4581084 

256 

l.Oe-142 

298 

98 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC T30F21 genomic 



Seq. No. 
Seq. ID 



165168 

LIB3177-086-P1-K1-E3 



22159 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4159706 

252 

l.Oe-139 
381 

94 - •; , 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6/ complete sequence 

165169 

LIB3177-086-P1-K1-E4 

BLASTX 

g2497733 

143 

l.Oe-35 

79 

99 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 

165170 

LIB3177-086-P1-K1-E5 

BLASTN 

g598068 

207 

l.Oe-113 

222 

98 

Arabidopsis thaliana cinnamyl alcohol dehydrogenase (CADI) 
mRNA, cds 3* end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI - GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



165171 

LIB3177-086-P1-K1-E6 

BLASTN 

gl465367 

64 

l.Oe-27 

128 

88 

A. thaliana mRNA for RAP-1 protein 
165172 

LIB3177-086-P1-K1-E8 

BLASTX 

g4455244 

514 

2.0e-52 

102 

100 

(AL035523) MtN3-like protein [Arabidopsis thaliana] 
165173 

LIB3177-086-P1-K1-E9 

BLASTX 

g4506635 



22160 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



267 

8.0e-37 

109 

65 

ribosomal protein L32 >gi_132886_sp_P02433_RL32_HUMAN 60S 

RIBOSOMAL PROTEIN L32 >gi_71335_pir R5HU32 ribosomal 

protein L32 - human >gi_71336_pir R5MS32 ribosomal protein 

L32 - mouse >gi_71337_pir ^R5RT32 ribosomal protein L32 - 

rat >gi_36132_emb_CAA27048_ (X03342) rpL32 (aa 1-135) [Homo 
sapiens] >gi_57117_emb_CAA29777_ (X06483) ribosomal protein 
L32 [Rattus norvegicus] >gi_200781 (K02060) ribosomal 

protein L32-3A [Mus musculus] >gi_226004_prf 1405339A 

ribosomal protein L32 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165174 

LIB3177-086-P1-K1-F10 

BLASTX 

g3298443 

280 

7.0e-25 

70 

73 

{AB010880) chloroplast ribosomal protein L17 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165175 

LIB3177-086-P1-K1-F11 

BLASTX 

g3650028 

582 

3.0e-60 

134 

89 

(AC005396) putative 22 
[Arabidopsis thaliana] 



kDa peroxisomal membrane protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165176 

LIB3177-086-P1-K1-F12 

BLASTX 

gll68728 

711 

2.0e-75 

132 

98 

C I NNAMYL- ALCOHOL DEHYDROGENASE 
cinnamyl-alcohol dehydrogenase 



1 (CAD) >gi_598071 {L37883) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165177 

LIB3177-08 6-P1-K1-F2 

BLASTN 

g3980374 

46 

4.0e-17 

146 

83 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22161 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165178 

LIB3177-086-P1-K1-F3 

BLASTX 

g3096931 

557 

2.0e-57 
113 
96 

(AL023094) 
thaliana] 



putative ribosomal protein S16 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165179 

LIB3177-086-P1-K1-F4 

BLASTX 

g282865 

400 

6.0e-39 

123 

70 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_einb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_enib_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

165180 

LIB3177-086-P1-K1-F5 

BLASTN 

g3738275 

228 

l.Oe-125 

421 

97 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165181 

LIB3177-08 6-P1-K1-F6 

BLASTN 

g2160716 

430 

0. Oe+00 

442 

99 

Arabidopsis thaliana GUT15 mRNA, complete cds 
165182 

LIB3177-086-P1-K1-F8 

BLASTX 

g3287695 

396 

2.0e-38 

107 

67 

(AC003979) Similar to hypothetical protein C34B7.2 



22162 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] ^ 

165183 

LIB3177-086-P1-K1-F9 

BLASTN 

gl6428 

124 

3.0e-63 

245 

98 

A. thaliana posF21 gene 
165184 

LIB3177-08 6-P1-K1-G10 

BLASTX 

g2632059 

655 

7.0e-69 

145 

88 

(AJ002596) patatin-like protein [Arabidopsis thaliana] 
165185 

LIB3177-08 6-P1-K1-G11 

BLASTX 

g2341034 

303 

7.0e-28 

63 

95 

{AC000104) F19P19.13 [Arabidopsis thaliana] 
165186 

LIB3177-086-P1-K1-G12 

BLASTX 

g4585935 

714 

9.0e-76 

134 

100 

{AC007211) putative chlorophyll A/B binding protein 

[ Arabidops i s t hal iana ] >gi_4 74194 6_gb_AAD2 8 770. 1_AF1 34 1 2 3_1 

(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

165187 

LIB3177-086-P1-K1-G2 

BLASTX 

g2738248 

745 

2.0e-79 

144 

97 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 



165188 



22163 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-086-P1-K1-G3 

BLASTN 

g3348076 

189 

l.Oe-102 

241 

95 

Arabidopsis thaliana isochorismate synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165189 

LIB3177-086-P1-K1-G4 

BLASTX 

gl363488 

315 

3.0e-29 

66 

95 

IAA8 protein - Arabidopsis thaliana >gi_972919 {U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165190 

LIB3177-086-P1-K1-G5 

BLASTX 

gll9975 

408 

5.0e-40 

92 

90 

FERREDOXIN PRECURSOR >gi_99692_pir S0997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_164 37_emb_CAA35754_ {X5137 0) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165191 

LIB3177-086-P1-K1-G6 

BLASTX 

gl363489 

375 

3.0e-36 

102 

75 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_einb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165192 

LIB3177-08 6-P1-K1-G7 

BLASTX 

g3892709 

448 

l.Oe-44 

90 

98 



22164 



NCBI Description 



{AL033545) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165193 

LIB3177-086-P1-K1-G8 

BLASTX 

gl076440 

374 

6.0e-36 

84 

86 

acyl-CoA- binding protein 
acyl-CoA binding protein 



rape >gi_10764 41_pir S49102 

rape >gi_509265_emb_CAA54390_ 



(X77134) acyl-CoA binding protein [Brassica napus] 
165194 

LIB3177-08 6-P1-K1-H10 

BLASTX 

g2281089 

55 

9.0e-32 

74 

82 

(AC002333) Sm protein F isolog [Arabidopsis thaliana] 
165195 

LIB3177-08 6-P1-K1-H12 

BLASTN 

g3212846 

139 

4.0e-72 

390 

100 

Arabidopsis thali ana chroinosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165196 

LIB3177-08 6-P1-K1-H2 

BLASTN 

g2264311 

91 

6.0e-44 

176 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLNl, complete sequence [Arabidopsis thaliana] 

165197 

LIB3177-086-P1-K1-H3 

BLASTX 

gll5783 

165 

7.0e-58 

112 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ {X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 



22165 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



165198 

LIB3177-086-P1-K1-H4 

BLASTN 

g3510247 

174 

5.0e-93 

427 

100 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165199 

LIB3177-086-P1-K1-H5 

BLASTX 

g2493052 

373 

8.0e-36 

70 

100 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 
>gi_1655486_dbj_BAA13602_ (D88377) epsilon subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 

165200 

LIB3177-086-P1-K1-H8 

BLASTX 

g3201618 

464 

2.0e-46 

87 
99 

(AC004669) Sop2p-like. protein [Arabidopsis thaliana] 
165201 

LIB3177-086-P1-K1-H9 

BLASTX 

g4455248 

408 

7.0e-40 

87 

100 

{AL035523) acyl carrier-like protein [Arabidopsis thaliana] 
165202 

LIB3177-087-P1-K1-A1 

BLASTX 

g2760327 

339 

2.0e-32 

65 

71 

{AC002130) F1N21.12 [Arabidopsis thaliana] 
165203 

LIB3177-087-P1-K1-A10 



22166 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4733953 

270 

l.Oe-150 

274 

100 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

165204 

LIB3177-087-P1-K1-A12 

BLASTX 

g99736 

424 

5.0e-42 

88 

99 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_16187_emb_CAA4 6814_ (X66016) 
NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 

165205 

LIB3177-087-P1-K1-A2 

BLASTX 

gl32074 

576 

l.Oe-59 

107 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165206 

LIB3177-087-P1-K1-A3 

BLASTN 

g2760168 

135 

3.0e-70 

151 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 

165207 

LIB3177-087-P1-K1-A4 

BLASTX 

g2495365 

461 

2.0e-46 
105 

,87 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_445127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 



Seq. No. 



165208 



22167 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-087-P1-K1-A5 

BLASTX 

g4559369 

509 

l.Oe-54 

114 

94 

(AC006585) putative Rieske iron-sulfur protein [Arabidopsis 
thaliana] 

165209 

LIB3177-087-P1-K1-A7 

BLASTX 

g2464899 

551 

l.Oe-56 

136 

81 

{Z99708) geranylgeranyl pyrophosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165210 

LIB3177-087-P1-K1-A8 

BLASTX 

g3273196 

263 

3.0e-23 

60 

92 

(AB010915) responce regulatorl [Arabidopsis thaliana] 
>gi_3323583 (AF057282) two-component response regulator 
homolog [Arabidopsis thaliana] >gi_3953597_dbj_BAA34 726_ 
(AB008487) response regulator 4 [Arabidopsis thaliana] 

165211 

LIB3177-087-P1-K1-A9 

BLASTX 

g466160 

370 

2.0e-35 

83 

84 

HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S4 4 903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165212 

LIB3177-087-P1-K1-B1 

BLASTX 

g464985 

163 

8.0e-12 

38 

82 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 8 
LIGASE 8) (UBIQUITIN CARRIER PROTEIN 8) 



(UBIQUITIN-PROTEIN 
(UBCAT4A) 



22168 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_398699_emb_CAA78713_ (Z14989) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] 

165213 

LIB3177-087-P1-K1-B10 

BLASTX 

g4337175 

647 

6.0e-68 

132 

96 

{AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb__AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ^Description 



165214 

LIB3177-087-P1-K1-B12 

BLASTX 

gl32110 

631 

4.0e-66 

118 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 


165215 


Seq. ID 


LIB3177-087-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl651828 


BLAST score 


443 


E value 


5.0e-44 


Match length 


136 


% identity 


67 


NCBI Description 


(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp 


Seq. No. 


165216 


Seq. ID 


LIB3177-087-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2677614 


BLAST score 


521 


E value 


3.0e-53 


Match length 


102 


% identity 


100 


NCBI Description 


(Y07625) NLMl protein (NodLikeMipl ) [Arabidopsis thaliana; 


Seq. No. 


16.5217 


Seq. ID 


LIB3177-087-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2506443 


BLAST score 


412 


E value 


9.0e-41 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
100 

GLYCEIUy^DEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_enib_CAA66816_ {X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

165218 

LIB3177-087-P1-K1-B6 

BLASTX 

gl709203 

121 

3.0e-19 

73 

70 

MY0-IN0SIT0L-1(0R 4 ) -MONOPHOSPHATASE 1 (IMP 1) (INOSITOL 
MONOPHOSPHATASE 1) >gi_1098977 (U39444) myo-inositol 
monophosphatase 1 [Lycopersicon esculentum] 

165219 

LIB3177-087-P1-K1-B7 

BLASTX 

g4585882 

517 

9.0e-53 

104 

98 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

165220 

LIB3177-087-P1-K1-B8 

BLASTN 

g2477521 

43 

8.0e-15 

417 

14 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165221 

LIB3177-087-P1-K1-C1 

BLASTX 

g3914740 

555 

4 .Oe-57 

138 

80 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA1894 1_ 
(D784 95) ribosomal protein [Brassica rapa] 



22170 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165222 

LIB3177-087-P1-K1-C10 

BLASTX 

gl914685 

300 

2.0e-27 

76 

78 

(Y12014) RAD23 protein, isoform II 



[Daucus carota] 



165223 

LIB3177-087-P1-K1-C11 

BLASTX 

g3269293 

269 

l.Oe-23 

101 

56 

(AL030978) putative protein [Arabidopsis thaliana] 
165224 

LIB3177-087-P1-K1-C12 

BLASTN 

gl769904 

31 

l.Oe-08 

51 

90 



NCBI Description A. thaliana psbP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165225 

LIB3177-087-P1-K1-C2 

BLASTX 

gl21075 

459 

7.0e-46 

140 

69 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR >gi_166725 
(M82921) H-Protein precursor [Arabidopsis thaliana] 
>gi_861215 (U27144) glycine decarboxylase complex H-protein 
precursor [Arabidopsis thaliana] >gi_3608151 (AC005314) 
glycine decarboxylase complex H-protein [Arabidopsis 

thaliana] >gi_4 45119_prf 1908425A Gly 

decarboxylase :SUBUNIT=H protein [Arabidopsis thaliana] 

165226 

LIB3177-087-P1-K1-C3 

BLASTX 

g2160694 

509 

5.0e-52 

101 

100 

(U73528) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



22171 



Seq. No. 165227 

Seq. ID LIB3177-087-P1-K1-C4 

Method BLASTN 

NCBI GI g555977 

BLAST score 239 

E value l.Oe-132 

Match length 251 

% identity 99 

NCBI Description Arabidopsis thaliana metallothionein-like protein (AtMT-q) 
luRNA, complete cds 

Seq. No. 165228 

Seq. ID LIB3177-087-P1-K1-C5 

Method BLASTX 

NCBI GI gl809305 

BLAST score 348 

E value 8.0e-34 

Match length 8 6 

% identity ■ 95 

NCBI Description (U72241) histone Hl-3 [Arabidopsis thaliana] >gi_1809315 
(U73781) histone Hl-3 [Arabidopsis thaliana] 
>gi_4406813_gb_AAD20121_ (AC006201) Histone HI [Arabidopsis 
thaliana] 

Seq. No. 165229 

Seq. ID LIB3177-087-P1-K1-C7 

Method BLASTX 

NCBI GI g3023848 

BLAST score 332 

E value . 4 . Oe-31 

Match length 64 

% identity 100 

NCBI Description GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

Seq. No. 165230 

Seq. ID LIB3177-087-P1-K1-C8 

Method BLASTX ' • 

NCBI GI gl769907 

BLAST score 580 

E value 5.0e-60 

Match length 125 

% identity 88 

NCBI Description (X92975) xyloglucan endo-transglycosylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165231 

LIB3177-087-P1-K1-C9 

BLASTX 

g2129672 

318 

2.0e-29 

104 

62 

photosystem II reaction center protein, 6. IK 



Arabidopsis 



22172 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana >gi_950023_einb_CAA62296_ {X90769> component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 

165232 

LIB317.7-087-P1-K1-D1 

BLASTX 

g629562 

454 

2.0e-45 

107 

87 

sulfate adenylyltransf erase (EC 2.7.7.4) - Arabidopsis 
thaliana >gi_2129743_pir S68024 sulfate 

adenylyltransf erase (EC 2.7.7.4) precursor (clone APS2) - 
Arabidopsis thaliana >gi_487404_einb_CAA55799_ (X79210) 
sulfate adenylyltransferase [Arabidopsis thaliana] 
>gi_1228104 (U06276) ATP sulfurylase [Arabidopsis thaliana] 
>gi_1378028 (U40715) ATP sulfurylase precursor [Arabidopsis 
thaliana] >gi_1575324 (U59737) ATP sulfurylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165233 

LIB3177-087 

BLASTX 

g2119848 

587 

6.0e-61 
109 
100 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



Pl-Kl-DlO 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165234 

LIB3177-087-P1-K1-D11 . 

BLASTN 

g4490324 

209 

l.Oe-114 

260 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T9A14 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165235 

LIB3177-087-P1-K1-D12 

BLASTX 

gll75010 

89 

l.Oe-36 
98 



22173 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



84 

PLASMA MEMBRANE INTRINSIC PROTEIN lA >gi_629540_pir S44082 

plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_472873_emb_CAA53475_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 

165236 

LIB3177-087-P1-K1-D2 

BLASTX 

gl21907 

346 

l.Oe-32 

129 

59 

HISTONE HI. 2 >gi_70682_pir HSMU12 histone H1.2 - 

Arabidopsis thaliana >gi_16320_emb_CAA4 4 316_ (X62459) 
Histone Hl-2 [Arabidopsis thaliana] >gi_1946357 (U93215) 
histone H1-2C [Arabidopsis thaliana] 

165237 

LIB3177-087-P1-K1-D3 

BLASTX 

g4240122 

409 

4.0e-40 

86 

97 

(AB007802) cytochrome b5 [Arabidopsis thaliana] 
165238 

LIB3177-087-P1-K1-D4 

BLASTN 

gl769904 

191 

l,0e-103 

199 

99 



NCBI Description A. thaliana psbP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No,., 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165239 

LIB3177-087-P1-K1-D6 

BLASTX 

gl363492 

575 

2.0e-59 

147 

73 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 {L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 

165240 

LIB3177-087-P1-K1-D7 

BLASTN 

g3212846 

460 



22174 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

460 

100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165241 

LIB3177-087-Pl-Ki-D8 

BLASTX 

g2119846 

680 

9.0e-72 

133 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165242 

LIB3177-087-P1-K1-D9 

BLASTX 

gl742963 

538 

4.0e-55 

104 

100 

(Y0994 4) gamma-glutamylcysteine synthetase [Arabidopsis 
thaliana] 

165243 

LIB3177-087-P1-K1-E1 

BLASTX 

gl703108 

670 

l;0e-70 

129 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_104 9307 {U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

165244 

LIB3177-087-P1-K1-E10 

BLASTX 

g481812 

269 

8.0e-24 

51 

53 

DNA-binding protein GT-2 - Arabidopsis thaliana 

>gi_4164 90_emb_CAA51289_ {X72780) GT-2 factor [Arabidopsis 



22175 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165245 

LIB3177-087-P1-K1-E2 

BLASTX 

gll5767 

622 

5.0e-65 

118 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165246 

LIB3177-087-P1-K1-E3 

BLASTN 

g4220645 

250 

l.Oe-138 

250 * 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYA6, complete sequence [Arabidopsis thaliana] 

165247 

LIB3177-087-P1-K1-E4 

BLASTX 

gl32110 

457 

9.0e-46 

93 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060 j)ir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



165248 

LIB3177-087-P1-K1-E6 

BLASTN 

g4454587 

128 

4.0e-66 

140 

98 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

165249 

LIB3177-087-P1-K1-E7 



22176 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTN 

g4558586 

267 

l.Oe-148 

279 

99 

Arabidopsis thaliana chromosome 1 
complete sequence 

165250 

LIB3177-087-P1-K1-E8 

BLASTN 

gl769904 

36 

l.Oe-11 

40 

97 



BAG T5I8 sequence, 



NCBI Description A, thaliana psbP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165251 

LIB3177-087-P1-K1-E9 

BLASTX 

g2959736 

455 

2.0e-45 

143 

62 

(Y13651) homologous to GATA-binding transcription factors 
[Arabidopsis thaliana] 



165252 

LIB3177-087-P1-K1-F1 

BLASTX 

gll69278 

305 

9.0e-28 

83 

86 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04 569_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



165253 

LIB3177-087-P1-K1-F11 

BLASTX 

g2129637 

98 

5.0e-04 

72 

19 

low temperature-induced protein cor4 7 - Arabidopsis 
thaliana >gi_97564 6_emb_CAA624 4 9_ (X90959) dehydrin 
[Arabidopsis thaliana] 

165254 

LIB3177-087-P1-K1-F12 

BLASTX 

g2118220 



22177 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403 

3.0e-39 - ^ 

115 

51 

H+-transporting ATPase (EC 3. 6. 1 . 35) vacuolar, 16K chain 
(clone AVA-Pl) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ {AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311__enib_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_458997 6_gb_AAD264 93.1_AC007195_7 (AC007195) vacuolar 
H+-puinping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 

165255 

LIB3177-087-P1-K1-F2 

BLASTX 

g464621 

666 

4.0e-70 

157 

82 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

165256 

LIB3177-087-P1-K1-F3 

BLASTX 

gll45697 

557 

2.0e-57 

115 

97 

{U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 

165257 

LIB3177-087-P1-K1-F4 

BLASTN 

g2656024 

61 

l.Oe-25 

243 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15E6 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165258 

LIB3177-087-P1-K1-F5 

BLASTN 

g3805839 

143 

8.0e-75 



22178 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



232 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4B14 
(ESSAII project) 

165259 

LIB3177-087-P1-K1-F6 

BLASTN 

g3399678 

208 

l.Oe-113 

432 

100 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

165260 

LIB3177-087-P1-K1-F7 

BLASTX 

gll5783 

534 

9.0e-55 

105 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

165261 

LIB3177-087-P1-K1-F8 

BLASTX 

g399900 

471 

2.0e-47 

106 

87 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HATS (HD-ZIP PROTEIN 5) 

(HD-ZIP PROTEIN ATHB-1) >gi_99659_pir S16325 homeotic 

protein Athb-1 - Arabidopsis thaliana 
>gi_16329_emb_CAA41625_ (X58821) Athb-1 protein 
[Arabidopsis thaliana] 

165262 

LIB3177-087-P1-K1-G1 

BLASTX 

g2244759 

504 

3.0e-51 

112 

85 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
165263 

LIB3177-087-P1-K1-G11 

BLASTX 

g2062164 



22179 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



535 

-*5.0e-55 
101 
99 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 


165264 


Seq. ID 


LIB3177-087-Pl-Kl-r;i ? 


Method 


BLASTX 


NCBI GI 


a421826 


BLAST score 


535 


E value 


7.0e-55 


Match length 


114 


% identity 


89 


NCBI Description 


chlorophyll a/b-binding prot 




>ai 298036 emb rAASfl719 ^y7 




thaliana 1 


Seq. No. 


165265 


Seq. ID 


I.TR*^! 77-nR7-Pl -K^ -(29 


Method 


RT.A9TX 


NCBI GI 


a3341479 


BLAST score 


157 


E value 


2.0e-10 


Match length 


88 


% identity 


36 


NCBI Description 


fAJ0005131 h vrjn1-hp1- "i n;:* 1 nr-r>+-( 

^ ^ ^ ) 11 L. lie U X 1_C1X ^l.vJL< 


Seq. No. 


165266 

4~ \J \J \J 


Seq. ID 


77-nft7-Pl -K'l -C^ 

J-IJ-DJX / / UO / IT X IVJ. OJ 


Method 




NCBI GI 


□4678923 


BLAST score 


173 


E value 


2.0e-12 


Match length 


53 


% identity 


62 


NCBI Description 


fAL049711) nutafivp nrn1-pin 


Seq. No. 


165267 


Seq. ID 


LIB317 7-087- Pl-Kl -C;4 


Method 


BLASTN 


NCBI GI 


g47574 14 


BLAST score 


77 


E value 


2.0e-35 


Match length 


179 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic 




MYF24, complete sequence 


Seq. No. 


165268 


Seq. ID 


LIB3177-087-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g4757407 


BLAST score 


265 


E value 


l.Oe-147 



Match length 



265 



22180 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQD19, complete sequence 

165269 

LIB3177-087-P1-K1-G6 

BLASTX 

g3386615 

514 

4.0e-60 

123 

100 

(AC004 665) putative phosphomannomutase [Arabidopsis 
thaliana] 

165270 

LIB3177-087-P1-K1-G7 

BLASTX 

gl32110 

570 

6.0e-59 

107 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 'CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165271 

LIB3177-087-P1-K1-G9 

BLASTN 

g4587641 

212 

l.Oe-116 

266 

100 

Arabidopsis thaliana chromosome 
sequence, complete sequence 



I BAC F20D21 genomic 



165272 

LIB3177-087-P1-K1-H1 

BLASTX 

gl435022 

226 

2.0e-18 

98 

46 

(D26576) DNA-binding protein [Daucus carota] 
165273 

LIB3177-087-P1-K1-H10 
, BLASTN 
g3335356 
365 

O.Oe+00 



22181 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



386 
99 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165274 

LIB3177-087-P1-K1-H11 

BLASTN 

g3128138 

408 

O.Oe+00 

453 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFO20, complete sequence [Arabidopsis thaliana] 

165275 

LIB3177-087-P1-K1-H12 

BLASTX 

g4558661 

622 

4.0e-65 

121 

99 

(AG007063) putative malate oxidoreductase (NAD) 
[Arabidopsis thaliana] 

165276 

LIB3177-087-P1-K1-H2 

BLASTX 

g4200249 

232 

3.0e-19 

115 

42 

(AL035297) hypothetical protein [Homo sapiens] 



165277 

LIB3177-087-P1-K1-H3 

BLASTX 

g4589965 

110 

6.0e-44 

97 

95 

(AC007169) putative glyoxalase 



II [Arabidopsis thaliana] 



165278 

LIB3177-087-P1-K1-H4 

BLASTN 

g4159709 

254 

l.Oe-141 

275 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLN21, complete sequence 



22182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



165279 

LIB3177-087-P1-K1-H5 

BLASTX 

gll3026 

676 

2.0e-71 

131 

93 

ISOCITRATE LYASE (ISOCITRASE) { ISOCITRATASE) (ICL) 

>gi_68211_pir ^WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S"isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_44714 2_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165280 

LIB3177-087-P1-K1-H6 

BLASTX 

g4006934 

473 

l.Oe-47 

112 

79 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165281 

LIB3177-087-P1-K1-H7 

BLASTX 

g4538963 

546 

4.0e-56 

136 

79 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165282 

LIB3177-087-P1-K1-H8 

BLASTX 

g4582468 

389 

5.0e-38 

86 

92 

{AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165283 

LIB3177-087-P1-K1-H9 

BLASTX 

g2129672 

275 

2.0e-24 
98 



22183 



% identity 

NCBI Description 



59 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296_ {X90769) component of 6.1 
JcDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 



Sea No 


X \J -J ^ O *3 




T.TR'^1 77-nftR-Pl -K1 -7X^ 
ijxoox f f Kjoo XT X rvx 


Mpthod 












E value 


2 . Oe-53 




141 

X *i X 


% identity 


72 


NCBI Description 


{X98108) 23 kDa polypeptide of oxygen- 




r ZX T" ^ 1 H r\T^ QIC ^"Haliar^al 
l,r\x auxLiu^o X o Uiiax Xctiid J 


O ^ <^ • IN O . 


X D 0 J 


Qan TD 


T TR'^1 77-nftft— Pi -PCI - Ai n 

XiXoOX / / WOO IrX r\X riX L/ 


LYlts LllOU 


RT ZiQTY 


IN O X \J± 


riAA R 4 04 Q 

g4f±oftu*ii7 




336 


R Vr3 1 ne 

V CI J- 


2.0e-31 


Match length 


122 


% identity 


61 


NPRT np <3 n T T "nl- i on 

INOOX L^C O L> X X^ U XOl 1 


VriXiu ^4 ; jojj xxkc pxousxn Lrt.xaDxciops 


Qorr Mrs 
O t: tj . LN (J . 


X D 0 D 




T TR*^! 77 — nftfi — PI — ¥^'1 — fll 1 
XiXCOX / / UOO irX JaX i-iXX 




RT a QTY 


VffDT (ZT 
LN Vw- D X U X 




BLAST <=?r'orp 


448 


F" Trji 1 n o 

J_j V CL X LLC 


1 np-44 


Match lencrth 


86 


o X 1 L«i X L. y 




NCBI Description 


{AB013886) RAVI [Arabidopsis thaliana] 


Spa No 


■1. \J £t iJ 1 


spa TD 


T.TR^I 77-nff R-P1 -K1 -A9 
xjxo^x// UOO irx rvx r^^c 




RT.ASTX 


NCBI GI 


0421826 

^ .1- kif ^ Vi/ 




9ft 1 
^ O X 


Hi V CI X LLC 




Matph Ipnath 


75 


% identity 


71 


NCBI Description 


chlorophyll a/b-binding protein CP29 - 




>gi_298036_emb_CAA50712_ (X71878) CP29 




thaliana] 


Seq. No. 


165288 


Seq. ID 


LIB3177-088-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl755156 


BLAST score 


513 


E value 


3.0e-52 


Match length 


113 


% identity 


88 



(OEC) 



22184 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{Ull 
>gi_l 
thai] 

[Arabidopsj 

protein [Aratudopsis thaiianaj >gi_1755180 (U75201) 
germin-like protein [Arabidopsis thaliana] >gi_1755 
(U75206) germin-like protein [Arabidopsis thaliana] 



Ike 



L90 



(U75206) germin-like protein [Arabidopsis thaliana] 
>gi_1934728 (U95035) germin-like protein [Arabidopsis 
thaliana] >gi_4154285 (AF090733) germin-like protein 1 
[Arabidopsis thaliana] >gi_4 666248_dbj_BAA77207 . 1_ (D89055) 
germin-like protein precursor [Arabidopsis thaliana] 

165289 

LIB3177-088-P1-K1-A4 

BLASTX 

g2244894 

461 

3.0e-46 

110 

79 

(Z97338) similarity to cycloartenol synthase [Arabidopsis 
thaliana] 

165290 

LIB3177-088-P1-K1-A5 

BLASTN 

g4388714 

192 

l.Oe-104 

377 

76 

Arabidopsis thaliana chromosome II BAC F5K7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165291 

LIB3177-088-P1-K1-A6 

BLASTX 

g541858 

662 * " 

l.Oe-69 

130 

97 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_469484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

165292 

LIB3177-088-P1-K1-A7 

BLASTX 

g4049348 

266 

3.0e-23 

60 

82 

(AL034567) putative protein [Arabidopsis thaliana] 



22185 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165293 

LIB3177-088-P1-K1-A8 

BLASTN 

g2262135 

340 

O.Oe+00 

432 

100 

Arabidopsis thaliana BAG TlOPll from chromosome IV, near 1 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165294 

LIB3177-088-P1-K1-A9 

BLASTN 

g3080352 

87 

3.0e-41 

101 

97 

Arabidopsis thaliana DNA chromosome 4, BAG clone T5K18 
(ESSAII project) 

165295 

LIB3177-088-P1-K1-B1 

BLASTX 

g4586256 

491 

l.Oe-49 

95 

100 

(AL04 9640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

165296 

LIB3177-088-P1-K1-B11 

BLASTX 

g2119846 

618 

l.Oe-64 

127 

94 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II .type .1 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
•E value 
Match length 
% identity 



165297 

LIB3177-088-P1-K1-B12 

BLASTX 

gll5783 

596 

5.0e-62 

113 

100 



22186 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_enib_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165298 

LIB3177-088-P1-K1-B3 

BLASTX 

g4538963 

642 

2.0e-67 

118 

77 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4 7 41958_gb_AAD2877 6. 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

165299 

LIB3177-088-P1-K1-B4 

BLASTX 

g4262229 

403 

l.Oe-51 

115 

95 

(AC006200) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165300 

LIB3177-088-P1-K1-B5 

BLASTN 

g2584827 

253 

l.Oe-140 

273 

98 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165301 

LIB3177-088-P1-K1-B6 

BLASTN 

g4512690 

304 

l.Oe-170 

336 

99 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165302 

LIB3177-088-P1-K1-B7 

BLASTX 

g2149640 

675 

3.0e-71 

137 

97 



22187 



NCBI Description 



(U91995) Argonaute protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165303 

LIB3177-088-P1-K1-B9 
BLASTX 

gll69476 ^ 
654 

9.0e-69 

125 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) { VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi__439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165304 

LIB3177-088-P1-K1-C10 

BLASTX 

gl35449 

185 

4.0e-14 

50 

72 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta 

chain - maize >gi_295851_einb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 

165305 

LIB3177-088-P1-K1-C11 

BLASTX 

g2129634 

311 

l.Oe-28 

121 

54 

lectin-like protein - Arabidopsis thaliana 
>gi_995619_emb_CAA62665_ (X91259) lectin like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165306 

LIB3177-088-P1-K1-C12 

BLASTN 

g4757409 

32 

2.0e-08 

384 

71 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MVC8/ complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165307 

LIB3177-088-P1-K1-C2 

BLASTX 

g3548803 

285 

2.0e-25 

129 

44 



22188 



NCBI Description (AC005313) putative DNA-binding protein [Arabidopsis 

thaliana] >gi_4 335770_gb_AAD17447_ {AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165308 

LIB3177-088-P1-K1-C3 

BLASTX 

gl66765 

561 

6.0e-58 

107 

100 

(M23106) heat shock protein HSP70-1 



[Arabidopsis thaliana] 



165309 

LIB3177-088-P1-K1-C4 

BLASTX 

g2062160 

422 

l.Oe-41 

104 

37 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana],. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165310 

LIB3177-088-P1-K1-C5 

BLASTX 

g4455242 

347 

7.0e-33 

69 

97 

(AL035523) geranylgeranylated protein ATGP4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165311 

LIB3177-088-P1-K1-C6 

BLASTX 

g4454036 

543 

7.0e-56 

100 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165312 

LIB3177-088-P1-K1-C7 

BLASTX 

gl36636 

432 

l.Oe-42 

80 

99 

UBIQUITIN-CONJUGATING ENZYME E2-17 



KD 1 (UBIQUITIN-PROTEIN 



LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 



22189 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1076424_pir S43781 ubiquit in-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C, 6. 3. 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

165313 

LIB3177-088-P1-K1-C9 

BLASTX 

gll68748 

652 

2.0e-68 . 

128 

63 

CALMODULIN-4 >gi_47 9693_pir S35185 calmodulin 4 - 

Arabidopsis thaliana >gi_16223_emb_CAA78057_ (Z12022) 
calmodulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



165314 

LIB3177-088-P1-K1-D1 

BLASTX 

g541799 

54 

2.0e-09 

35 

100 

light-harvesting chlorophyll a/b-binding protein - ginkgo 
>gi_34 9443 (L23107) light-harvesting chlorophyll a/b 
binding protein of photosystem II [Ginkgo biloba] 

165315 

LIB3177-088-P1-K1-D10 

BLASTN 

g3738275 

333 

O.Oe+00 

333 

100 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165316 

LIB3177-088-P1-K1-D11 

BLASTN 

g4662640 

344 

O.Oe+00 

344 

30 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

165317 

LIB3177-088-P1-K1-D12 
BLASTX 



22190 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5783 
567 

r.Oe-58 

106 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165318 

LIB3177-088-P1-K1-D2 

BLASTX 

g3913733 

498 

l.Oe-50 

95 

99 

HYDROXYACYLGLUTATHIONE HYDROLASE CYTOPLASMIC ISOZYME 
(GLYOXALASE II) (GLX II) >gi_1924 921_emb_CAA6964 4_ (Y08357) 
hydroxyacylglutathione hydrolase [Arabidopsis thaliana] 



Seq. No. 


165319 


Seq. ID 


LIB3177-088-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g298Q768 


BLAST score 


545 


E value 


6.0e-56 


Match length 


148 


% identity 


70 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


165320 


Seq. ID 


LIB3177-088-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3882081 


BLAST score 


594 


E value 


8.0e-62 


Match length 


123 


% identity 


33 


NCBI Description 


(AJ012552) polyubiquitin [Vicia faba] 


Seq. No. 


165321 


Seq. ID 


LIB3177-088-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


451 


E value 


4.0e-45 


Match length 


107 


% identity 


86 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04 679, gb_N37520, 



22191 



gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165322 

LIB3177-088-P1-K1-D6 

BLASTN 

g3892698 

71 

l.Oe-31 

297 

95 

Arabidopsis thaliana DNA chromosome 4, BAG clone F7K2 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165323 

LIB3177-088-P1-K1-D7 

BLASTX 

gl575699 

510 

7.0e-52 

102 

98 

(U70478) putative leucoanthocyanidin dioxygenase 
[Arabidopsis thaliana] >gi_3292813_emb_CAA19803_ {AL031018) 
putative leucoanthocyanidin dioxygenase (LDOX) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165324 

LIB3177-088-P1-K1-D8 

BLASTN 

g4587641 

229 

l.Oe-126 

422 . 
99 

Arabidopsis thaliana chromosome I BAG F20D21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% .identity 

NCBI Description 



165325 

LIB3177-088-P1-K1-D9 

BLASTN 

gl2219 

69 

2.0e-30 

182 

93 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165326 

LIB3177-088-P1-K1-E1 

BLASTX 

g461899 

614 

5.0e-64 

127 

98 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE, CHLOROPLAST PRECURSOR 



22192 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(PPIASE) (ROTAMASE) (CYCLOPHILIN) (CYCLOSPORIN A-BINDING 

PROTEIN) >gi_1076368_pir B53422 peptidylprolyl isomerase 

(EC 5.2.1.8) R0C4 - Arabidopsis thaliana >gi_405131 
(L14845) cyclophilin [Arabidopsis thaliana] >gi_1322278 
(U42724) cyclophilin [Arabidopsis thaliana] 

165327 

LIB3177-088-P1-K1-E10 

BLASTX 

g2583134 

364 

l.Oe-34 

75 

92 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165328 

LIB3177-088-P1-K1-E11 

BLASTX 

g3047077 

714 

9.0e-76 
14 5 
99 

(AF058914) contains similarity to the conserved C-terminal 
domain of helicases (Pfam: helicase_C. hmm, score: 90.11), 
similar to DEAD-box helicases [Arabidopsis thaliana] 

165329 

LIB3177-088-P1-K1-E12 

BLASTX 

g2129772 

502 

7.0e-51 

113 

82 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 

165330 

LIB3177-088-P1-K1-E2 

BLASTX 

gl7090Q6 

340 

2.0e-32 

76 

86 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3} >gi_726032 
(U17241) S-adenosylmethionine synthetase [Actinidia 
chinensis] 



Seq. No. 
Seq. ID 
Method 



165331 

LIB3177-088-P1-K1-E4 
BLASTX 



22193 





g4105696 


BLAST score 


559 


E value 


l.Oe-57 


Match length 


102 


% identity 


99 


NCBI Description 


(AF04 9870) beta tubulin 1 [Arabidopsis thaliana] 


Seq. No. 


165332 


Seq. ID 


LIB3177-088-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4589964 


BLAST score 


178 


E value 


8.0e-13 


Match length 


38 


% identity 


89 


NCBI Description 


(AC007169) delta 9 desaturase [Arabidopsis thaliana 


Seq. No. 


165333 


Seq. ID 


LIB3177-088-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g461550 


BLAST score 


302 


E value 


l.Oe-27 


Match length 


97 


% identity 


66 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-l chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 



165334 

LIB3177-088-P1-K1-E7 

BLASTX 

g3660187 

217 

2.0e-17 

72 

54 

Chain A, E2-C, An Ubiquitin Conjugating Enzyme 
The Destruction Of Mitotic Cyclins >gi_3660188 
Chain B, E2-C, An Ubiquitin Conjugating Enzyme" 
The Destruction Of Mitotic Cyclins >gi_366018 9_ 
Chain C, E2-C, An Ubiquitin Conjugating Enzyme 
The Destruction Of Mitotic Cyclins >gi_4388942_ 
E2-C, An Ubiquitin Conjugating Enzyme Required 
Destruction Of Mitotic Cyclins 



Required For 
pdb_lE2C_B 
Required For 
pdb_lE2C_C 
Required For 
pdb_2E2C_ 
For The 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165335 

LIB3177-088- 

BLASTX 

g3914442 

226 

4.0e-19 

77 

61 

PHOTOSYSTEM 



P1-K1-E8 



I REACTION CENTRE SUBUNIT VI PRECURSOR 



22194 



(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165336 

LIB3177-088-P1-K1-E9 

BLASTX 

gl20667 

596 

5.0e-62 

123 

98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1,2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

165337 

LIB3177-088-P1-K1-F1 

BLASTX 

gl4Q2908 

537 

4.0e-55 

119 

88 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_einb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_44 55802_einb_CAB37193_ (AJ133036} 
peroxidase [Arabidopsis thaliana] 

165338 

LIB3177-088-P1-K1-F11 

BLASTN 

g3292807 

233 

l.Oe-128 

379 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 

165339 

LIB3177-088-P1-K1-F12 

BLASTX 

g4678948 

461 

2.0e-46 

93 

95 

(AL049711) putative protein [Arabidopsis thaliana] 
165340 

LIB3177-088-P1-K1-F2 

BLASTX 

gll71577 



22195 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167 

l.Oe-11 

100 

39 

{X95343) hypersensitivity-related gene [Nicotiana tabacum] 
165341 

LIB3177-088-P1-K1-F3 

BLASTX 

gll5767 

626 

2.0e-65 

137 

84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_errib_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165342 

LIB3177-088-P1-K1-F5 

BLASTX 

g3128217 

691 

4.0e-73 

141 

96 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337374 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 

165343 

LIB3177-088-P1-K1-F6 

BLASTN 

g3785992 

172 

5.0e-92 

322 

99 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165344 

LIB3177-088-P1-K1-F8 

BLASTX 

g2832661 

343 

2.0e-32 

115 

66 

(AL021710) pherophorin 



thaliana] 



- like protein [Arabidopsis 



Seq. No. 



165345 



22196 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-088-P1-K1-G1 

BLASTX 

g4566505 

437 

3.0e-43 

131 

63 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 

165346 

LIB3177-088-P1-K1-G11 

BLASTX 

g2494144 

189 

3.0e-14 

64 

69 

{AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165347 

LIB3177-088-P1-K1-G12 

BLASTX 

g4432860 

107 

l.Oe-04 

122 
12 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

165348 

LIB3177-088-P1-K1-G2 

BLASTX 

gll4339 

521 

3.0e-53 

125 

83 

PLASMA MEMBRANE ATPASE 3 (PROTON PUMP) 

>gi_67974_pir PXMUP3 H+-transporting ATPase (EC 3.6.1.35) 

type 3, plasma membrane - Arabidopsis thaliana >gi_166625 
(J04737) ATPase [Arabidopsis thaliana] 

165349 

LIB3177-088-P1-K1-G3 

BLASTX 

g4102703 

662 

l.Oe-69 

134 

99 

(AF015274 ) ribulose-5-phosphate-3-epimerase [Arabidopsis 
thaliana] 



Seq. No. 



165350 



22197 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-088-P1-K1-G4 

BLASTN 

gll244 

377 

O.Oe+00 

392 

99 

A.thaliana chloroplast DNA for transfer RNA-Ile and 
ribosomal protein 

165351 

LIB3177-088-P1-K1-G5 

BLASTN 

g3510343 

157 

7.0e-83 
4 62 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

165352 

LIB3177-088-P1-K1-G6 

BLASTN - • ' 

g3201608 • 

307 

l.Oe-172 

385 

99 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165353 

•LIB3177-088-P1-K1-G7 
BLASTX 
gll45697 
591 

2.0e-61 ■ 

120 

51 

(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 

165354 

LIB3177-088-P1-K1-G9 

BLASTX 

gll75011 

566 

2.0e-58 

106 

100 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_emb_CAA48356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 



Seq. No. 



165355 



22198 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-088-P1-K1-H1 

BLASTX 

g2062167 

609 

2.0e-63 

115 

100 

(AC00164 5) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165356 

LIB3177-088-P1-K1-H10 

BLASTX 

gl21075 

555 

4.0e-57 

134 

84 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR >gi_166725 
(M82921) H-Protein precursor [Arabidopsis thaliana] 
>gi_861215 (U27144) glycine decarboxylase complex H-protein 
precursor [Arabidopsis thaliana] >gi_3608151 (AC005314) 
glycine decarboxylase complex H-protein [Arabidopsis 

thaliana] >gi_445119_prf 1908425A Gly 

decarboxylase :SUBUNIT=H protein [Arabidopsis thaliana] 

165357 

LIB3177-088-P1-K1-H11 

BLASTX 

g2289011 

581 

3.0e-60 

131 

40 

(AC002335) MYB transcription factor isolog [Arabidopsis 
thaliana] 



Seq. No. 


165358 


Seq. ID 


LIB3177-088-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4432856 


BLAST score 


686 


E value 


2.0e-72 


Match length 


135 


% identity 


99 


NCBI Description 


(AC006300) putative 2A6 


Seq. No. 


165359 


Seq. ID 


LIB3177-088-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2618723 


BLAST score 


463 


E value 


l.Oe-46 


Match length 


96 


% identity 


92 


NCBI Description 


(U49073) IAA17 [Arabidop; 



thaliana] >gi_2921756 
{AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 



22199 



Seq. "No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4 389514_gb_AAB70451_ (AC000104) Identical to 
Arabidopsis gb_AF040632 and gb_U49073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F14074 come from this gene. [Arabidopsis 
thaliana] 

165360 ' 

LIB3177-088-P1-K1-H3 

BLASTX 

g4508075 

168 

2.0e-12 

47 

66 

(AC005882) 50259 [Arabidopsis thaliana] 
165361 

LIB3177-088-P1-K1-H4 

BLASTN 

gl66633 

114 

3.0e-57 

246 

99 

Arabidopsis thaliana vacuolar H+ 
mRNA, complete cds 



pyrophosphatase ( AVP-3 ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165362 

LIB3177-088-P1-K1-H5 

BLASTN 

g4589409 

335 

O.Oe+00 

375 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F17P19, complete sequence 

165363 

LIB3177-088-P1-K1-H8 

BLASTX 

g459009 

166 

6.0e-12 

46 

65 

(U00037) similar to multifunctional aminoacyl-tRNA 
synthetase, . especially to the prolyl-tRNA synthetase region 
[Caenorhabditis elegans] 

165364 

LIB3177-088-P1-K1-H9 

BLASTX 

gl32110 

429 

2.0e-42 

84 

98 



22200 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_einb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

165365 

LIB3177-089-P1-K1-A10 

BLASTX 

g3786017 

346 

3.0e-33 

69 

99 

(AC0054 99) putative non-green plastid inner envelope 
membrane protein [Arabidopsis thaliana] 

165366 

LIB3177-089-P1-K1-A11 

BLASTN 

g4468103 

110 

3.0e-55 

197 

89 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 

165367 

LIB3177-089-P1-K1-A12 

BLASTX 

g4455284 

367 

2.0e-35 

82 

84 

(AL035527) beta-glucosidase-like protein [Arabidopsis 
thaliana] 

165368 

LIB3177-089-P1-K1-A2 

BLASTN 

g207553 

34 

l.Oe-09 

50 

92 

Rat transcription factor UBF2 mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165369 

LIB3177-089-P1-K1-A3 

BLASTX 

gll5767 

492 

6.0e-50 
93 



22201 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi__16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP-^AB 180) [Arabidopsis thaliana] 

165370 

LIB3177-089-P1-K1-A4 

BLASTX 

gll68258 

478 

3.0e-48 

114 

85 

ASPARTATE AMINOTRANSFERASE, CHLOROPLAST PRECURSOR 
(TRANSAMINASE A) >gi_693692 {U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 

165371 
.LIB3177-08 9-P1-K1-A5 
BLASTX 
g2119846 
549 

l.Oe-56 

107 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 '(AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165372 

LIB3177-089-P1-K1-A6 

BLASTN 

g2244788 

102 

2.0e-50 

170 

97 

Arabidopsis thaliana DNA chromosome A, ESSA I contig 
fragment No 

165373 

LIB3177-089-P1-K1-A7 

BLASTN 

g4467094 

151 

l.Oe-79 

232 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 



22202 



(ESSA project) 



Seq. No. 

Seq. -ID 

Method- 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165374 

LIB3177-089-P1-K1-A8 

BLASTN 

g4467094 

39 

l.Oe-12 

135 

82 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



165375 

LIB3177-089-P1-K1-B1 

BLASTN 

g4741959 

122 

3.0e-62 

168 

93 

Arabidopsis thaliana LhcbS protein 
cds 



F20D10 



(LhcbS) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165376 

LIB3177-089-P1-K1-B10 

BLASTX 

gll72873 

313 

4.0e-34 

114 

70 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D1304 3) thiol protease [Arabidopsis thaliana] 

165377 

LIB3177-089-P1-K1-B11 

BLASTX 

g3273743 

597 

3.0e-62 

116 

98 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC0054 99) unJcnown protein 
[Arabidopsis thaliana] 

165378 

LIB3177-089-P1-K1-B12 

BLASTN 

g2358139 

248 * 

l.Oe-137 

342 

99 



22203 



NCBI Description 



Arabidopsis thaliana chromosome 1 YAC yUP8H12 complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165379 

LIB3177-089-P1-K1-B2 

BLASTX 

gl621463 

49 

3.0e-51 

134 

75 

(U73104) laccase [Liriodendron tulipifera] 
165380 

LIB3177-089-P1-K1-B3 

BLASTN 

g3985932 

73 

8.0e-33 

326 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K22J17, complete sequence [Arabidopsis thaliana] 

165381 

LIB3177-089-P1-K1-B4 

BLASTX 

g2252863 

305 

5.0e-28 

96 

31 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 

165382 

LIB3177-089-P1-K1-B5 

BLASTX 

g22528 63 

285 

2.0e-25 

99 

53 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165383 

LIB3177-089-P1-K1-B7 

BLASTX 

g2760833 

427 

5.0e-50 

105 

97 

(AC003105) unknown protein [Arabidopsis thaliana] 



Seq. No, 



165384 



22204 



LIB3177-089-P1-K1-B9 
BLASTX 
g3286693 
645 

9,0e-68 
130 
99 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

Seq. No. 165385 

Seq. ID LIB3177-089-P1-K1-C10 

Method BLASTN 

NCBI GI g3608126 

BLAST score 308 

E value l.Oe-173 

Match length 370 

% identity 98 

NCBI Description Arabidopsis thaliana chromosome II BAG T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 165386 

Seq. ID LIB3177-089-P1-K1-G12 

Method BLASTX 

NCBI GI gl710424 

BLAST score 528 

E value 5.0e-54 

Match length 123 

% identity 88 

NCBI Description SOS RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsi 

thaliana >gi_114 9573_emb_CAA89887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 

Seq. No. 165387 

Seq. ID LIB3177-089-P1-K1-C2 

Method BLASTX 

NCBI GI g3894197 

BLAST score 685 ' 

E value 2.0e-72 

Match length 136 

% identity 97 

NCBI Description (AC005662) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 165388 

Seq. ID LIB3177-089-P1-K1-C3 

Method BLASTN 

NCBI GI g4589428 

BLAST score 44 6 

E value O.Oe+00 

Match length 4 88 

% identity 98 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFH8, complete sequence 

Seq. No. 165389 

Seq. ID LIB3177-089-P1-K1-C4 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22205 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3080395 

254 

7.0e-22 

103 

61 

(AL022603) hypothetical protein [Arabidopsis thaliana] 
165390 

LIB3177-089-P1-K1-C6 

BLASTX 

gl208408 

344 

6.0e-33 

74 

91 

(D14824) nitrite reductase [Arabidopsis thaliana] 
>gi_2289780_dbj_BAA21672_ (AB006032) nitrite reductase 

[Arabidopsis thaliana] >gi_4 335728_gb_AAD17406_ (AC006248) 
nitrate reductase [Arabidopsis thaliana] 

165391 

LIB3177-089-P1-K1-C7 

BLASTX 

g535780 

703 

2.0e-74 

135" 

100 

(D26609) transmembrane protein [Arabidopsis thaliana] 
165392 

LIB3177-089-P1-K1-C8 

BLASTN 

g4454004 

362 

O.Oe+00 
374 ■ 

99 ■ . ' 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F24A6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165393 

LIB3177-089-P1-K1-C9 

BLASTX 

g4105798 

342 

3.0e-32 

94 

59 

(AF049930) PGP237-11 [Petunia x hybrida] 
165394 

LIB3177-089-P1-K1-D1 

BLASTX 

gll5767 

698 



22206 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. "id 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



7.0e-74 

143 

94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165395 

LIB3177-089-P1-K1-D11 

BLASTX 

gl922937 

477 

4 .Oe-48 

93 

100 

(AC000106) Similar to Glycine SRC2 (gb_AB000130) . ESTs 
gb_H76869,gb_T21700,gb_ATTS5089 come from this gene. 
[Arabidopsis thaliana] 

165396 

LIB3177-089-P1-K1-D12 

BLASTX 

gl31398 

586 

9.0e-61 

135 

88 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 4 7_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb__N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

165397 

LIB3177-089-P1-K1-D3 

BLASTN 

g3763944 

120 

7.0e-61 

372 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 

165398 

LIB3177-089-P1-K1-D4 

BLASTX 

g2062161 

165 



22207 



E value 2.0e-ll 
Match length 140 
% identity 15 

NCBI Description (AC001645) jasmonate inducible protein isolog [Arabidopsi 
thaliana] 

165399 

LIB3177-089-P1-K1-D6 
BLASTX 
gl33938 
563 

5.0e-58 
147 
75 

CHLOROPLAST 30S RIBOSOMAL PROTEIN^ S3 >gi_70866_pir R3SP3 

ribosomal protein S3 - spinach chloroplast 
>gi_12310_emb_CAA31715_ (X13336) ribosomal protein S3 
[Spinacia oleracea] 

165400 

LIB3177-089-P1-K1-D7 
BLASTX 
g4741952 
563 

4.0e-58 
108 
73 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
165401 

LIB3177-089-P1-K1-D8 
BLASTN 
g3548797 
116 

2.0e-58 
348 
95 

Arabidopsis thaliana chromosome II BAG T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 165402 

Seq, ID LIB3177-089-P1-K1-D9 

Method BLASTX 

NCBI GI g4490737 

BLAST score 577 

E value 9.0e-60 

Match length 126 

% identity 90 

NCBI Description (AL035708) putative protein [Arabidopsis thaliana] 

Seq. No. 165403 

Seq. ID LIB3177-089-P1-K1-E10 

Method BLASTX 

NCBI GI g3869280 

BLAST score 610 

E value 2.0e-63 

Match length 151 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



22208 



% identity 


74 


NCBI Description 




Seq. No. 


165404 


Seq. ID 


LIB3177-089-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3236240 


BLAST score 


62 


E value 


9.0e-46 


Match length 


117 


% identity 


77 


NCBI Description 


f AC004 4 ^ nnlcnDwn DTotpin TAT^ihi Hooq -i c 


Seq. No. 


165405 


Seq. ID 


LIB3177-089-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


629 


E value 


7.0e-66 


Match length 


114 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLA*?F 9MAT.T. 








ribulose— bisohosohate ca rho x v 1 c;p ^fp 4 






Seq. No. 


165406 


Seq. ID 


LIB3177-089-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3152602 


BLAST score 


256 


E value 


l.Oe-142 


Match length 


328 


% identity 


99 



,39) small chain 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAC F27L4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165407 

LIB3177-08 9-P1-K1-E5 

BLASTX 

gl363489 

95 

l.Oe-55 

114 

95 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb^CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165408 

LIB3177-089-P1-K1-E6 

BLASTX 

g421836 

503 

3.0e-51 

102 

99 



22209 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



G-box-binding factor GF14 - Arabidopsis thaliana >gi_553040 
(M96855) GF14 [Arabidopsis thaliana] 

165409 

LIB3177-089-P1-K1-E7 

BLASTX 

g461903 

226 

4 .Oe-19 

50 

92 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) >gi_405129 
(L14844) cyclophilin [Arabidopsis thaliana] 
>gi_4490326_emb_CAB38608.1_ (AL035656) peptidylprolyl 
isomerase ROCl [Arabidopsis thaliana] 

165410 

LIB3177-089-P1-K1-E8 

BLASTN 

gl707006 

304 

l.Oe-170 

357 

99 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165411 

LIB3177-089-P1-K1-E9 

BLASTN 

g4589434 

148 

l.Oe-77 

263 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ7, complete sequence 

165412 

LIB3177-089-P1-K1-F1 

BLASTN 

gl66695. 

107 

2.0e-53 

138 

93 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 

165413 

LIB3177-089-P1-K1-F11 

BLASTX 

g4204285 

342 ' 

3.0e-32 

80 



22210 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

165414 

LIB3177-089-P1-K1-F2 

BLASTN 

g3193282 

77 

l.Oe-35 

132 

90 

Arabidopsis thaliana BAG T14P8 
165415 

LIB3177-089-P1-K1-F3 

BLASTX 

gl35860 

629 

3.0e-67 

147 

67 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 
(AQQAPORIN-TIP) >gi_99761_pir_S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA4 5115_ (X63552) tonoplast intrinsic 

protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf_1908432B tonoplast intrinsic "protein gamma 
[Arabidopsis thaliana] 

165416 

LIB3177-089-P1-K1-F4 

BLASTN 

g2688838 

94 

2.0e-45 

198 

87 

Thlaspi goes'ingense ATP phosphoribosyltransf erase (THGl) 
mRNA, complete cds 

165417 

LIB3177-089-P1-K1-F5 

BLASTX 

g2119846 

745 

2.0e-79 

148 

95 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



22211 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165418 

LIB3177-089-P1-K1-F6 

BLASTN 

gl946354 

319 

l.Oe-179 

379 

96 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

165419 

LIB3177-089-P1-K1-F7 

BLASTN 

g2618599 

66 

l.Oe-28 

185 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 

165420 

LIB3177-089-P1-K1-F8 

BLASTX 

gl769905 

272 

4.0e-24 

102 

57 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

165421 

LIB3177-089-P1-K1-F9 

BLASTN 

g2656030 

33 

6.0e-09 

168 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone* 
MUL8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165422 

LIB3177-089-P1-K1-G1 

BLASTX 

gl32074 

569 

7.0e-59 

105 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



22212 



Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165423 

LIB3177-089-P1-K1-G10 

BLASTX 

g730645 

675 

3.0e-71 

144 

92 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir_S434 12 ribosomal 
protein S15 - Arabidopsis thaliana >gi_313152_einb_CAA8067 9 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 4 OS ribosomal protein S15. ESTs 
gb__R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

165424 

LIB3177-089-P1-K1-G12 

BLASTN 

g3386593 

230 

l.Oe-126 

4 63 

98 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165425 

LIB3177-089-P1-K1-G2 

BLASTX 

g295792 

205 

l.Oe-34 

99 

83 

(X13611) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

165426 

LIB3177-089-P1-K1-G4 

BLASTX 

g4741962 

384 

l.Oe-37 

80 

66 

(AF134131) PsbS protein [Arabidopsis thaliana] 
165427 

LIB3177-089-P1-K1-G5 

BLASTX 

g3298544 

142 

3.0e-09 
24 



22213 



% identity 100 

NCBI Description (AC004 681) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165428 

LIB3177-089-P1-K1-G6 

BLASTN 

g4580745 

107 

l.Oe-53 

122 

98 

Arabidopsis thaliana chromosome 1 BAC F10O3 sequence, 
complete sequence 

165429 

LIB3177-089-P1-K1-G7 

BLASTN 

g3702735 

291 

l.Oe-163 

295 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQL5, complete sequence [Arabidopsis thaliana] 

165430 

LIB3177-089-P1-K1-G8 

BLASTN 

g3702735 

127 

3.0e-65 

150 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQL5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165431 

LIB3177-089-P1-K1-G9 

BLASTX 

g282865 

538 

3.0e-55 

111 

67 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

165432 

LIB3177-089-P1-K1-H1 

BLASTX 

gl32863 

597 

4.0e-62 



22214 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 
97 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA4 6568_ (X65615) ribosomal protein L2 
[Sinapis alba] 



165433 

LIB3177-089-P1-K1-H10 

BLASTX 

g3122038 

268 

2.0e-23 

113 

50 

DIHYDROPYRIMIDINASE RELATED PROTEIN-3 
RESPONSE MEDIATOR PROTEIN 4) {CRMP-4) 
rCRMP-4 [Rattus norvegicus] 



(DRP-3) (COLLAPSIN 
>gi_1399542 (U52104) 



Seq. No. 
Seq. ID 
Method 



165434 

LIB3177-089-P1-K1-H11 

BLASTX 

gl769905 

532 

2.0e-54 

142 

73 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

165435 

LIB3177-089-P1-K1-H12 

BLASTX 

g4220457 

646 

9.0e-68 

156 

31 

(AC006216) Similar to gi_3413714 T19L18.21 putative 
myrosinase-binding protein from Arabidopsis thaliana BAC 
gb_AC004747. EST gb_N96478 comes from this gene. 
[Arabidopsis thaliana] 

165436 

LIB3177-089-P1-K1-H2 

BLASTX 

g4249379 

517 

7.0e-53 

105 

96 

(AC005966) Strong similarity to gb_X82030 chloroplast RNA 
binding protein (RNPl) from Phaseolus vulgaris. 
[Arabidopsis thaliana] 

165437 

LIB3177-089-P1-K1-H3 
BLASTX 



22215 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5385 
66 

3..0e-67 

137 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165438 

LIB3177-089-P1-K1-H4 

BLASTX 

g4583542 

428 

4 .Oe-42 

154 

62 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

165439 

LIB3177-089-P1-K1-H6 

BLASTN 

g4185120 

82 

2.0e-38 

130 

72 

Arabidopsis thaliana chromosome 1 BAC F5F19 sequence, 
complete sequence [Arabidopsis thaliana] 

165440 

LIB3177-089-P1-K1-H8 

BLASTX 

g421826 

421 

2.0e-41 

121 

71 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

165441 

LIB3177-089-P1-K1-H9 

BLASTN 

g3046851 

48 

6.0e-18 

128 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



165442 

LIB3177-090-P1-K1-A10 
BLASTX 



22216 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method . 



g3068713 
366 

5.0e-35 
72 
100 

(AF04 9236) unknown [Arabidopsis thaliana] 
165443 

LIB3177-090-P1-K1-A11 
BLASTX 
gll5767 
731 

9.0e-78 
143 
96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-bmding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165444 

LIB3177-090-P1-K1-A12 

BLASTX 

g4193388 

396 

2.0e-38 

122 

67 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

165445 

LIB3177-090-P1-K1-A2 

BLASTX 

gl934726 

519 

5.0e-53 

124 

85 

(U95034) germin-lilce protein [Arabidopsis thaliana] 
165446 

LIB3177-090-P1-K1-A3 

BLASTX 

gl617268 

300 

l.Oe-27 

72 

85 

(Z72153) acyl CoA synthetase [Brassica napus] 
165447 

LIB3177-090-P1-K1-A4 
BLASTX 



22217 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl546706 
537 

9.0e-68 

148 

93 

(X98855) peroxidase ATP8a [Arabidopsis thaliana] 
165448 

LIB3177-090-P1-K1-A5 

BLASTN 

g2618599 

42 

3.0e-14 

231 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBD2, complete sequence [Arabidopsis thaliana] 

165449 

LIB3177-090-P1-K1-A6 

BLASTN 

g3047074 

160 

l.Oe-84 

421 

95 

Arabidopsis thaliana BAC F21E10 
165450 

LIB3177-090-P1-K1-A7 

BLASTN 

g4376087 

257 

l.Oe-142 

289 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

165451 

LIB3177-090-P1-K1-A8 

BLASTN 

g4581084 

260 

l.Oe-144 

377 

98 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

165452 

LIB3177-090-P1-K1-B1 

BLASTN 

g3510339 

457 

O.Oe+00 
484 



22218 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

165453 

LIB3177-090-P1-K1-B10 

BLASTX 

g4204266 

449 

7.0e-45 

114 

83 

(AC005223) 52263 [Arabidopsis thaliana] 
165454 

LIB3177-090-P1-K1-B11 

BLASTX 

g2213882 

584 

l.Oe-60 

133 

83 

(AF004165) 2-isopropylmalate synthase [Lycopersicon 
pennellii] 

165455 

LIB3177-090-P1-K1-B12 

BLASTX 

g3688799 

415 

9.0e-41 

108 

78 

{AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 

165456 

LIB3177-090-P1-K1-B2 

BLASTN 

g3510339 

150 

l.Oe-78 

154 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

165457 

LIB3177-090-P1-K1-B3 

BLASTN 

g402614 

130 

7.0e~67 

248 

86 

B.rapa chloroplast mRNA for ribosomal protein L32 



22219 



Seq. No. 

Seq. ID 

Method.. 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



165458 

LIB3177-090-P1-K1-B4 

BLASTX 

gll3026 

542 • 

l.Oe-55 

123 

86 ' 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1,3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165459 

LIB3177-090-P1-K1-B5 

BLASTX 

g2143227 

222 

2.0e-18 

68 

74 

(Y13356) glyoxysomal isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165460 

LIB3177-090-P1-K1-B6 . 

BLASTX 

g2246621 

403 

3.0e-39 

90 

83 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165461 
LIB3177-090- 
BLASTX 
g2119848 
661 

l.Oe-69 

129 

96 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-B8 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4 57 8 9_ (X64459) 
II type I chlorophyll a /b binding protein 
thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC0044B1) putative 
II type I chlorophyll a/b binding protein 
thaliana] 



Seq. No. 
Seq. ID 
Method 



165462 

LIB3177-090-P1-K1-B9 
BLASTX 



22220 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4741948 
720 

2.0e-76 

138 

99 

{AF134124) Lhcb2 protein [Arabidopsis thaliana] 
165463 

LIB3177-090-P1-K1-C1 

BLASTX 

g4835233 

546 

3.0e-56 

113 

96 

{AL04 98 62) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

165464 

LIB3177-090-P1-K1-C10 

BLASTN 

g3763944 

92 

2.0e-44 

212 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 

165465 

LIB3177-090-P1-K1-C11 

BLASTX 

g4262225 

337 

2.0e-31 

80 

70 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 

165466 

LIB3177-090-P1-K1-C12 

BLASTX 

gl709205 

567 

2.0e-58 

140 

75 

MYO-INOSITOL-1 (OR 4 ) -MONOPHOSPHATASE 3 
MONOPHOSPHATASE 3) >gi_1098971 (U39059) 



monophosphatase 3 [Lycopersicon esculentum] 



IMP 3) (INOSITOL 
myo-inositol 



165467 

LIB3177-090-P1-K1-C2 

BLASTX 

g3080371 

743 



22221 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-79 

136 

100 

(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 

165468 

LIB3177-090-P1-K1-C3 

BLASTX 

g543841 

560 

l.Oe-57 

129 

87 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



>gi_322518_pir S28875 

f^o^.^^, , " Arabidopsis thaliana >gi 166586 

(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gx 2275195 {AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 63074 7_gb_AAD2 6597 . 1_AC007236 2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

165469 

LIB3177-090-P1-K1-C4 

BLASTX 

gll5385 

554 

4.0e-57 

107 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165470 

LIB3177-090-P1-K1-C5 

BLASTX 

gl363489 

348 

4.0e-35 

100 

78 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

165471 

LIB3177-090-P1-K1-C6 

BLASTX 

g2191138 

716 

6.0e-76 

142 

100 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 



165472 



22222 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-090-P1-K1-C7 

BLASTX 

g2160158 

474 

l.Oe-47 

90 

99 

{AC000132) Similar to elongation factor l-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04 527 come 
from this gene. [Arabidopsis thaliana] 

165473 

LIB3177-090-P1-K1-C8 

BLASTN 

g3445196 

43 

4.0e-15 

107 

85 

Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165474 

LIB3177-090-P1-K1-C9 
BLASTX . 
gl32074 
7 93 

6.0e-85 

145 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165475 

LIB3177-090-P1-K1-D1 

BLASTX 

gl755156 

546 

5.0e-56 
152 
75 



(U75189) germin-like protein [Arabidopsis thaliana] 
>gi_1755158 {U75190) germin-like protein [Arabidopsis 
thaliana] >gi_1755170 {U75196) germin-like protein 
[Arabidopsis thaliana] >gi_1755172 (U75197) germin-li 
in [Arabidopsis thaliana] >gi_1755180 (U75201) 

TTV t^i i ^ J_1 1J T • -iTCcnn 




Seq. No. 
Seq. ID 



165476 

LIB3177-090-P1-K1-D10 



22223 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5767 

53 

9.0e-72 

137 

94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_enib_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165477 

LIB3177-090-P1-K1-D11 

BLASTN 

g2351066 

228 

l.Oe-125 

446 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0P9, complete sequence [Arabidopsis thaliana] 



165478 

LIB3177-090-P1-K1-D12 

BLASTN 

g3449326 

415. 

O.Oe+00 

446 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 

165479 

LIB3177-090-P1-K1-D2 

BLASTN 

g4757405 

376 

O.Oe+00 

488 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJIO, complete sequence 

165480 

LIB3177-090-P1-K1-D3 

BLASTX 

gl20675 

547 

4 .Oe-56 

141 

66 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_66011_pir_DEIS3C glyceraldehyde-3-phosphate 



22224 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi 21143_einb_CAA27844^ (X04301) GAPDH (aa '1-338) [Sinapis 
. alba].. 

165481 

LIB3177-090-P1-K1-D6 

BLASTX 

g3643594 

344 

2.0e-32 

70 

97 

{AC005395) unknown protein [Arabidopsis thaliana] 
165482 

LIB3177-090-P1-K1-D7 

BLASTX 

g4741960 

587 

7.0e-61 

130 

86 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
165483 

LIB3177-090-P1-K1-D9 

BLASTX 

gl408473 

588 

6.0e-61 

113 

99 

(U48939) actin depolymerizing factor 2 [Arabidopsis 
thaliana] 

165484 

LIB3177-090-P1-K1-E1 

BLASTX 

g2129636 

639 

6.0e-67 

134 

92 

lipase - Arabidopsis thaliana >gi_1145627 (U38916) lipase 
[Arabidopsis thaliana] 

165485 

LIb'3177-090-P1-K1-E10 

BLASTX 

g4741948 

301 

2.0e-27 

132 

52 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 
165486 



22225 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-090-P1-K1-E11 

BLASTX 

gll5767 

760 

4 .Oe-81 

146 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-bmding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165487 

LIB3177-090-P1-K1-E12 

BLASTN 

g2584827 

173 

2.0e-92 

391 

96 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

165488 

LIB3177-090-P1-K1-E2 

BLASTX 

g2129636 

399 

7.0e-39 

85 

89 

lipase - Arabidopsis thaliana >gi_1145627 (U38916) lipase 
[Arabidopsis thaliana] 

165489 

LIB3177-090-P1-K1-E3 

BLASTX 

g2781354 

493 

2.0e-64 

131 

92 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
165490 

LIB3177-090-P1-K1-E4 

BLASTX 

g2781354 

402 

3.0e-39 

85 

91 

{AC003113) F24O1.10 [Arabidopsis thaliana] 



22226 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165491 

LIB3177-090-P1-K1-E5 

BLASTX 

g4567202 

675 

3.0e-71 

136 

98 

(AC007168) putative myo-inositol 1-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



165492 

LIB3177-090-P1-K1-E6 

BLASTX 

g2541876 

214 

4.0e-17 

98 

53 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

165493 

LIB3177-090-P1-K1-E7 

BLASTN 

g45i0360 

114 

3.0e':.57 

391 

99 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

165494 

LIB3177-090-P1-K1-E8 

BLASTX 

g4454036 

538 

3.0e-55 

108 

94 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

165495 

LIB3177-090-P1-K1-E9 - 

BLASTX 

g4741960 

414 

l.Oe-40 

116 

73 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
165496 

LIB3177-090-P1-K1-F10 
BLASTX 



22227 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Sea No 


1 fi^dQl 
xxjdh y / 


Qprr Tn 


lilDoX / / — U yu-ri-Kl-Fll 


Mo"J~ h/^(H 




1^ ^ur O X \J A. 


g oxo 1 y 


BLAST <5nr>rp 


91 9 
^ X ^ 


E value 


6.0e-17 


Match length 


132 


o -L viCi 1 L X L. y 


A A 
ft ft 


iNV^DX UcoUx ipt. JLOn 


(ACUU41J8) unknown protein [Arabidopsis thaliana] 


OCV^ > LNU • 


1 004 yo 


Qorr T n 
OtirCj • X U 


LIBil77-090-Pl-Kl-F12 


Mot- hoH 


dLASTX 


NPRT r;T 
IN D X yjj. 


g4 zubbiu 




DU Q 


E value 


4.0e-63 


Match length 


126 


o X^JdlLXLy 


y D 


iNn^DX uescnpnon 


(AF066851) ATP synthase beta subunit [Trichilia emetica] 




1 D04 y y 


oeq . X u 


LIB317 7-090-P1-K1-F4 


rye unoQ 


BLASTX 


NrRT f^T 

IN V.^ O X OX 


gft / fi 1 y du 


BLAST c:mr*=i 


o z o 


E value 


l.Oe-53 




X U 1 


% identity 


97 


NCBI Description 


(AF134130) Lhcb6 protein [Arabidopsis thaliana] 


Seq. No. 


165500 


Seq. ID 


LIB3177-090-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2062158 


BLAST score 


747 


E value 


l.Oe-79 


Match length 


144 


% identity 


50 


NCBI Description 


(AC001645) jasmonate inducible protein isolog [Arabidops 




thaliana] 



g4689474 
554 

3.0e-57 
112 

99 ^. - • 

(AC007213) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
'E value 
Match length 
% identity 
NCBI Description 



165501 

LIB3177-090-P1 

BLASTX 

g3080371 

670 

l.Oe-70 

126 

98 

(AL022580) 



-K1-F6 



putative pectinacetylesterase protein 



22228 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165502 

LIB3177-090-P1-K1-F7 

BLASTX 

gl532135 

251 

2.0e-21 

62 

77 

(U49442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 

165503 

LIB3177-090-P1-K1-F8 

BLASTX 

g430947 

95 

3.0e-03 

144 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

165504 

LIB3177-090-P1-K1-F9 

BLASTX 

g4586255 

280 

3.0e-25 

70 

80 

(AL049640) putative protein [Arabidopsis thaliana] 
165505 

LIB3177-090-P1-K1-G1 

BLASTN 

g2980757 

336 

O.Oe+00 

360 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

165506 

LIB3177-090-P1-K1-G10 

BLASTX 

gll5385 

574 

2.0e-59 

112 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF^LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



22229 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165507 

LIB3177-090-P1-K1-G11 

BLASTX 

gll5767 

775 

7.0e-83 

147 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165508 

LIB3177-090-P1-K1-G12 

BLASTX 

g4587525 

294 

2.0e-26 

146 

40 

(AG007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

165509 

LIB3177-090-P1-K1-G2 

BLASTX 

g4454051 

585 

l.Oe-60 

117 

94 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165510 

LIB3177-090-P1-K1-G3 

BLASTX 

g3608153 

252 

2.0e-21 

146 

43 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
165511 

LIB3177-090-P1-K1-G4 

BLASTN 

g4585952 

143 

8.0e-75 
232 



22230 



% identity 99 

NCBI Description Genomic sequence for Arabidopsis thaliana BAG F26F24, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165512 

LIB3177-090-P1-K1-G5 

BLASTX 

gl66702 

218 

6.0e-18 

51 

88 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 

165513 

LIB3177-090-P1-K1-G6 

BLASTX 

g3334128 

661 

2.0e-69 

142 

98 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi_1066348 [U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis 
thaliana] 

165514 

LIB3177-090-P1-K1-G7 

BLASTX 

gl916613 

420 

3.0e-41 

92 

95 

(U62029) acetyl-CoA carboxylase [Arabidopsis thaliana] 
165515 

LIB3177-090-P1-K1-G8 

BLASTN 

g4159709 

408 

O.Oe+00 

488 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLN21, complete sequence 

165516 

LIB3177-090-P1-K1-G9 

BLASTX 

g421826 

191 

2.0e-53 

131 

82 



22231 



NCBI Description chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq, No... 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165517 

LIB3177-090-P1-K1-H1 

BLASTX 

g2160166 

229 

4.0e-19 

58 

79 

(AC000132) No definition line found [Arabidopsis thaliana] 
165518 

LIB3177-090-P1-K1-H10 

BLASTN 

g4454587 

100 

7.0e-49 

288 

84 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

165519 

LIB3177-090-P1-K1-H11 

BLASTN 

g4757392 

199 

l.Oe-108 

207 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 

165520 

LIB3177-090-P1-K1-H12 

BLASTN 

g2707927 

255 

l.Oe-141 

290 

97 

A. thaliana mRNA for outward rectifying potassium channel 
KCOl 



Seq. No. 165521 

Seq. ID LIB3177-090-P1-K1-H2 

Method BLASTX 

NCBI GI gl363489 

BLAST score 713 

E value l.Oe-75 

Match length 131 • - 

% identity 100 

NCBI Description thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb__CAA61592_ (X89413) thioglucoside 



22232 



glucohydrolase [Arabidopsis thaliana] 



Seq. No. 


165522 




Seq. ID 


LIB3177-090-P1-K1-H3 




Method 






NCBI GI 






BLAST <5mrp 


4 9 ^ 

4 ^ O 




E value 


s no-49 






1 1 Q 
X 1 y 






77 




NCBT r)p«=:r'"r"i ni- H on 


^/i^^uuo^iz J ; d^zdo L AraDiQopsis 


thaliana] 


Seq. No. 


165523 




Seq. ID 


LIB3177-090-P1-K1-H4 




Method 


BLASTX 




NCBI GI 


g4835233 




BLAST score 


730 




E value 


l.Oe-77 




Match length 


150 




% identity 


97 




NCBI Description 


(AL049862) putative protein 1 


photosyst 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165524 

LIB3177-090-P1-K1-H7 

BLASTX 

gl669389 

700 

4.0e-74 

139 
100 

(U42007) actin 8 [Arabidopsis thaliana] 
165525 

LIB3177-090-P1-K1-H8 

BLASTN 

g3176694 

300 

l.Oe-168 

387 

75 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165526 

LIB3177-090-P1-K1-H9 

BLASTX 

gll72995 

243 

2.0e-20 

100 

53 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir_S52084 ribosomal 
protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 



22233 



165527 

LIB3177-091-P1-K1-M 
BLASTN 
g2264306 
321 

O.Oe+00 
337 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 

Seq. No. 165528 

Seq. ID LIB3177-091-P1-K1-A10 

Method BLASTX 

NCBI GI g4585900 

BLAST score 342 

E value 3.0e-32 

Match length 101 

% identity 71 

NCBI Description (AC007133) putative histone H2A [Arabidopsis thaliana] 

Seq, No. 165529 

Seq. ID LIB3177-091-P1-K1-A11 

Method BLASTX 

NCBI GI gll5767 

BLAST score 623 

E value 4.0e-65 

Match length 120 

% identity 99 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540__ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

Seq. No. 1655'30 

Seq. ID LIB3177-091-P1-K1-A12 

Method BLASTX 

NCBI GI g3413717 

BLAST score 437 

E value 2.0e-43 

Match length 106 

% identity 86 

NCBI Description (AC004747) unknown protein [Arabidopsis thaliana] 

>gi_364 3590 (AC005395) unknown protein [Arabidopsis 
thaliana] 

Seq. No. 165531 

Seq. ID LIB3177-091-P1-K1-A2 

Method BLASTX 

NCBI GI g3386607 

BLAST score 300 

E value 3.0e-27 

Match length 114 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22234 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AC004 665) hypothetical protein [Arabidopsis thaliana] 
165532 

LIB3177-091-P1-K1-A3 

BLASTX 

g3599491 

168 

8.0e-12 

42 

81 

(AF08514 9) putative aminotransferase [Capsicum chinense] 
165533 

LIB3177-091-P1-K1-A4 

BLASTN 

g3241925 

98 

l.Oe-47 

223 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K9, complete sequence [Arabidopsis thaliana] 

165534 

LIB3177-091-P1-K1-A5 

BLASTX 

g544425 

423 

8.0e-42 

83 

99 

GLYCINE-RICH RNA-BINDING PROTEIN 8 (CCRl PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRPS) 

- Arabidopsis thaliana .>gi_16305_emb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORE [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 

165535 

LIB3177-091-P1-K1-A7 

BLASTX 

g4585882 

524 

2.0e-53 

101 

100 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

165536 

LIB3177-091-P1-K1-A8 

BLASTX 

g4191785 

351 

3.0e-33 
90 



22235 



% identity 72 

NCBI Description (AC005917) putative hydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165537 

LIB3177-091-P1-K1-A9 

BLASTX 

g3914658 

625 

3.0e-65 

122 

99 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>gi_1694974_emb_CAA70851_ {Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 

165538 

LIB3177-091-P1-K1-B1 

BLASTX 

gl946690 

493 

5.0e-50 

94 

100 

(U94495) glutathione .peroxidase [Arabidopsis thaliana] 
>gi_4582452_gb_AAD24836.1_AC007071_8 (AC007071) putative 
glutathione peroxidase [Arabidopsis thaliana] 

165539 

LIB3177-091-P1-K1-B10 

BLASTX 

gl32074 

639 

5.0e-67 

116 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165540 

LIB3177-091-P1-K1-B12 

BLASTX 

gl33872 

289 

6.0e-26 

73 

82 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CSl) 

>gi_282838_pir S264 94 ribosomal protein SI, chloroplast - 

spinach >gi_3224 04_pir_A4 4121 small subunit ribosomal 
protein CSl, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 



Seq. No. 



165541 



22236 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. JD 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3177-091-P1-K1-B2 

BLASTX 

gll5767 

509 

6.0e-52 

97 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165542 

LIB3177-091-P1-K1-B3 

BLASTN 

gl769904 

202 

l.Oe-110 

213 

99 , 

A. thaliana psbP gene 
165543 

LIB3177-091-P1-K1-B6 

BLASTX 

gll5767 

526 

6.0e-54 

103 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_8 1603_pir_A29280 chlorophyll 
a/b-bmding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_eiTib_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165544 

LIB3177-091-P1-K1-B7 

BLASTN 

g22564 

128 

8.0e-66 

215 

97 

A. thaliana tufA gene for elongation factor Tu 
165545 

LIB3177-091-P1-K1-B8 

BLASTX 

g4539292 

435 

3.0e-43 
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Match length 85 
% identity 95 

NCBI Description {AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165546 

LIB3177-091-P1-K1-B9 

BLASTX 

g2702281 

464 

9.0e-47 

91 

59 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

165547 

LIB3177-091-P1-K1-C1 

BLASTX 

g2781354 

468 

4.0e-47 

92 

95 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
165548 

LIB3177-091-P1-K1-C10 

BLASTX 

gl850546 

271 

7.0e-24 

55 

100 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 

165549 

LIB3177-091-P1-K1-C11 

BLASTX 

gl32074 

785 

4 .Oe-84 

147 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165550 

LIB3177-091-P1-K1-C12 

BLASTX 

g3236259 

413 

8.0e-41 
91 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



85 

(AC004 684) putative alcohol dehydrogenase fArabidopsis 
thaliana] 

165551 

LIB3177-091-P1-K1-C2 

BLASTX 

g4584527 

223 

3.0e-18 

105 

39 

(AL04 9607) putative protein [Arabidopsis thaliana] 
165552 

LIB3177-091-P1-K1-C3 

BLASTX 

gl769905 

408 

5.0e-40 

118 

68 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

165553 

LIB3177-091-P1-K1-C4 

BLASTX 

g4262156 

551 

l.Oe-56 

133 

81 

(AC005275) putative component of cytochrome B6-F complex 
[Arabidopsis thaliana] 

165554 

LIB3177-091-P1-K1-C6 

BLASTX 

gl321731 

173 

2.0e-12 

129 

40 

{Z72439) major allergen Cor a 1 [Corylus avellana] 
165555 

LIB3177-091-P1-K1-C7 

BLASTX 

g4741954 

656 

6.0e-69 

141 

91 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 
165556 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3177-091-P1-K1-C8 

BLASTN 

g3763915 

151 

2.0e-79 
176 . 
95 

Arabidopsis thaliana chromosome II BAG F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165557 

LIB3177-091-P1-K1-D1 

BLASTX 

g421836 

660 

2.0e-69 

131 

99 

G-box-binding factor GF14 - Arabidopsis thaliana >gi 553040 
(M96855) GF14 [Arabidopsis thaliana] 

165558 

LIB3177-091-P1-K1-D10 

BLASTX 

g4204274 

755 

l.Oe-80 

148 

99 

(AC004146) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 

165559 

LIB3177-091-P1-K1-D11 

BLASTX 

g4455359 

637 

8.0e-67 

133 

95 

(AL035524) putative protein [Arabidopsis thaliana] 
165560 

LIB3177-091-P1-K1-D12 

BLASTX 

g4417280 

615 

4 .Oe-64 

137 

91 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
165561 

LIB3177-091^.P1-K1-D2 

BLASTX 

gl32102 

324 
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E value 
Match length 
% identity. 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



9.0e-57 

113 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis " 
thaliana] 

165562 

LIB3177-091-P1-K1-D4 

BLASTX 

g543841 

536 

6.0e-55 

106 

98 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



>gi_322518_pir S28875 

- - Arabidopsis thaliana >gi_166586 

(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 63074 7_gb_AAD2 6597 . 1_AC007 23 6_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

165563 

LIB3177-091-P1-K1-D6 

BLASTN 

g2454181 

287 

l.Oe-160 

343 
99 

Arabidopsis thaliana pyruvate dehydrogenase El alpha 
subunit mRNA, nuclear gene encoding plastid protein, 
complete cds 

165564 

LIB3177-091-P1-K1-D7 

BLASTX 

gll5385 

346 

7.0e-33 

72 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light -harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165565 

LIB3177-091-P1-K1-D8 

BLASTX 

g3785981 

544 

8.0e-56 

136 

72 



22241 



NCBI Description (AC005560) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165566 

LIB3177-091-P1-K1-D9 

BLASTX 

g4115379 

466 

l.Oe-46 

111 

79 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

165567 

LIB3177-091-P1-K1-E10 

BLASTX 

gl32074 

786 

3.0e-84 

151 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.r.-1.39) small chain 
Al precursor - Arabidopsis thaliana 

165568 

LIB3177-091-P1-K1-E11 

BLASTX 

g2129755 

482 

8.0e-49 

96 

100 

tryptophan synthase (EC 4.2.1.20) alpha chain - Arabidopsis 
thaliana >gi_619753 (U18993) tryptophan synthase alpha 
Cham [Arabidopsis thaliana] >gi_1585768 prf 2201482A Trp 
synthase :SUBUNIT=alpha [Arabidopsis thallanaj" 

165569 

LIB3177-091-P1-K1-E12 

BLASTN 

gl304412 

50 

4.0e-20 

54' 
98 

Arabidopsis thaliana Rac-like protein (ARAC3) gene, 
complete cds 

165570 

LIB3177-091-P1-K1-E2 

BLASTX 

g3342249 

306 

8.0e-32 



22242 



Match length 106 
% identity 75 

NCBI Description (AF047719) GAS [Arabidopsis thaliana] >gi 3342251 
(AF047720) GA3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165571 

LIB3177-091-P1-K1-E3 

BLASTN 

g4454004 

163 

l,0e-86 

185 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 
(ESSAII project) 

165572 

LIB3177-091-P1-K1-E4 

BLASTN 

g2924729 

406 • 

O.Oe+00 

426 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI' clone: 
MNA5, complete sequence [Arabidopsis thaliana] 



165573 

LIB3177-091-P1-K1-E5 

BLASTX 

gl871181 

175 

l.Oe-12 

110 

48 

(U90439) ring zinc finger protein isolog [Arabidopsis 
thaliana] 

165574 

.LIB3177-091-P1-K1-E6 
BLASTX 
g3096931 
561 

8.0e-58 

110 

99 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 165575 

Seq. ID LIB3177-091-P1-K1-E7 

Method BLASTX 

NCBI GI g2119846 

BLAST score 625 

E value 2.0e-65 

Match length 118 

% identity 100 



22243 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64 4 60) 
phot osys tern II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 " (AC004481 ) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165576 

LIB3177-091-P1-K1-E8 

BLASTX 

g3522929 

51 

3.0e-21 

55 
98 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 {AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

165577 

LIB3177-091-P1-K1-F10 

BLASTX 

g3287695 

415 

1. Oe-40 

111 

67 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165578 

LIB3177-091-P1-K1-F11 

BLASTX 

g3212869 ' 

648 

4.0e-68 

133 

87 

(AC004005) unknown protein [Arabidopsis thaliana] 
165579 

LIB3177-091-P1-K1-F3 

BLASTN 

g4757414 

117 

2.0e-59 

189 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165580 

LIB3177-091-P1-K1-F4 

BLASTX 

g2642435 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



489 

2.0e-49 

98 

94 

(AC002391) MYB-related protein [Arabidopsis thaliana] 
165581 

LIB3177-091-P1-K1-F5 

BLASTX 

g3834312 

594 

l.Oe-61 

135 
85 

(AC005679) Strong similarity to glycoprotein EPl gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb__AA067487, gb_Z35737, gb_Z30815, 
gb_Z35350, gb_AA713171, gb_AI100553, gb Z34248, 
gb_AA728536, gb_Z30816 an 

165582 

LIB3177-091-P1-K1-F6 

BLASTX 

g548653 

42 

3.0e-33 

104 

82 

50S RIBOSOMAL PROTEIN L12-A, CHLOROPLAST PRECURSOR (CL12-A) 

>gi_541895_pir ^A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi_4 6877 l_emb_CAA4 818 1_ {X6804 6) 
ribosomal protein L12 [Arabidopsis thaliana] 

165583 

LIB3177-091-P1-K1-F7 

BLASTN 

gl890129 

386 

O.Oe+00 

406 

99 

Arabidopsis thaliana valyl tRNA synthetase (valRS) mRNA, 
complete cds 

165584 

LIB3177-091-P1-K1-F8 

BLASTX 

gl32863 

708 

5.0e-75 

136 

97 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA4 6568_ {X65615) ribosomal protein L2 
[Sinapis alba] 



Seq. No. 



165585 



22245 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3177-091-P1-K1-F9 

BLASTN 

g405130 

361 

O.Oe+00 

373 - 
99 

Arabidopsis thaliana nuclear-encoded chloroplast stromal 
cyclophilin (R0C4) mRNA, complete cds 

165586 

LIB3177-091-P1-K1-G1 

BLASTX 

g730645 

463 

2.0e-46 

109 

86 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir_S434 12 ribosomal 
protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb__CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza.40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

165587 

LIB3177-091-P1-K1-G10 

BLASTX 

g2129577 

335 

2.0e-31 

76 

88 

DnaJ homolog protein - Arabidopsis thaliana >gi_727357 
(U22340) DnaJ homolog [Arabidopsis thaliana] 

165588 

LIB3177-091-P1-K1-G11 

BLASTX 

g267069 

732 

6.0e-78 

138 

99 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



165589 

LIB3177-091-P1-K1-G2 

BLASTX 

g4204274 

681 

7.0e-72 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



133 
92 

(AC00414 6) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 

165590 

LIB3177-091-P1-K1-G3 

BLASTX 

g4539335 

215 

2,0e-17 

86 

53 

(AL035539) putative protein [Arabidopsis thaliana] 
165591 

LIB3177-091-P1-K1-G4 

BLASTX 

gl213442 

747 

l.Oe-79 

146 

99 

(U48961) isppentenyl pyrophosphate isomerase [Arabidopsis 
thaliana] 

165592 

LIB3177-091-P1-K1-G5 

BLASTX 

g2244750 

510 

6.0e-52 

113 

88 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

165593 

LIB3177-091-P1-K1-G6 

BLASTX 

gl40285 

286 

l,0e-25 

60 

93 

HYPOTHETICAL 19 KD PROTEIN (ORE 168) 

>gi_2924263_einb_CAA77415_ (Z00044) Ycf3 protein [Nicotiana 
tabacum] 

165594 

LIB3177-091-P1-K1-G7 

BLASTX 

g2829862 

512 

4 .Oe-52 
114 



22247 



% identity 88 

NCBI Description (AC002396) Similar to glucosyltransferases [Arabidopsis 
thaliana] 

Seq. No. 165595 

Seq. ID LIB3177-091-P1-K1-G8 

Method BIiASTX 

NCBI GI g4741960 

BLAST score 740 

E value 7.0e-79 

Match length 136 

% identity 99 

NCBI Description {AF134130) LhcbS protein [Arabidopsis thaliana] 

Seq. No. 165596 

Seq. ID LIB3177-091-P1-K1-G9 

Method BIiASTX 

NCBI GI g2865623 

BLAST score 54 0 

E value 2.0e-55 

Match length 109 

% identity 99 

NCBI Description (AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 

Seq. No. 165597 

Seq. ID LIB3177-091-P1-K1-H11 

Method BLASTN 

NCBI GI g4510360 

BLAST score 33 

E value 6.0e-09 

Match length 65 

% identity 88 

NCBI Description Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

Seq. No. 165598 

Seq. ID LIB3177-091-P1-K1-H12 

Method BIiASTX 

NCBI GI g2507587 

BLAST score 284 

E value 2.0e-25 

Match length 57 

% identity 88 

NCBI Description METALLOTHIONEIN-LIKE PROTEIN 2A (MT-2A) (MT-K) (MT-IG) 

>gi_1361998_pir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi_555976 (U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi_1580892_prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 

165599 

LIB3177-091-P1-K1-H2 
BLASTX 
g4262242 
387 

5.0e-39 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
87 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



{AC006200) NADC homolog [Arabidopsis thaliana] 
165600 

LIB3177-091-P1-K1-H3 ' 

BLASTX 

g3004560 

417 

5.0e-41 

112 

75 

(AC003673) putative ATP binding protein [Arabidopsis 
thaliana] 

165601 

LIB3177-091-P1-K1-H4 

BLASTN 

g3046849 

147 

6.0e-77 

408 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18L3, complete sequence [Arabidopsis thaliana] 

165602 

LIB3177-091-P1-K1-H5 

BLASTX 

gll72873 

536 

5.0e-55 

106 

100 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_4 35619_dbj_BAA02374 
(D13043) thiol protease [Arabidopsis thaliana] ~ 

165603 

LIB3177-091-P1-K1-H6 

BLASTN 

g499159 

313 

l.Oe-176 

345 

98 

A. thaliana mRNA Athb-5 
165604 

LIB3177-091-P1-K1-H7 

BLASTX 

g3819164 ' 

451 

5.0e-53 

116 

88 



22249 



NCBI Description (AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165605 

LIB3177-091-P1-K1-H8 

BLASTX 

g2231312 

462 

3.0e-46 

100 

91 

(U75603) AtRablS [Arabidopsis thaliana] 



165606 

LIB3177-091 

BLASTX 

g2062158 

376 

3.0e-36 

82 

44 

(AC001645) 
thaliana] 



■P1-K1-H9 



jasmonate inducible protein isolog [Arabidopsis 



165607 

LIB3177-092-P1-K1-A1 

BLASTX 

g4455360 

138 

l.Oe-08 

89 

7 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 


165608 


Seq. ID 


LIB3177-092-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2407314 


BLAST score 


143 


E value 


2.0e-26 ■ 


Match length 


81 


% identity 


67 



NCBI Description 



(AF017998) chlorophyll a/b binding protein [Tetraselmis so, 
RG-15] ^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165609 

LIB3177-092-P1-K1-A11 

BLASTN 

g3297806 

224 

l.Oe-123 

224 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAG clone F17I5 



Seq. No. 



165610 



22250 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3177-092-P1-K1-A12 

BLASTN 

94455262 

351 

O.Oe+00 

351 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17L22 
(ESSAII project) 

165611 

LIB3177-092-P1-K1-A2 

BLASTN 

gl769904 

149 

2.0e-78 

153 

99 



NCBI Description A. thaliana psbP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165612 

LIB3177-092-P1-K1-A4 

BLASTX 

g3892722 

4 4. 

4.0e-51 

104 

100 

(AL033545) putative protein [Arabidopsis thaliana] 
165613 

LIB3177-092-P1-K1-A6 

BLASTX 

gl617013 

225 

l.Oe-18 

49 

90 

(Y07745) histone H2B like protein [Arabidopsis thaliana] 
165614 

LIB3177-092-P1-K1-A7 

BLASTX 

g4455223 

296 

l.Oe-26 

101 

38 

(AL0354 40) putative DNA binding protein [Arabidopsis 
thaliana] 

165615 

LIB3177-092-P1-K1-A8 

BLASTX 

gll69201 

427 

3.0e-42 



22251 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score>^ 

E value 

Match length 

% identity 

NCBI Description^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129 
70 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

165616 

LIB3177-092-P1-K1-A9 

BLASTX 

gl32074 

532 

2.0e-58 

114 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165617 

LIB3177-092-P1-K1-B1 

BLASTX 

gll5767 

643 

8.0e-70 

140 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165618 

LIB3177-092-P1-K1-B10 

BLASTN 

g4589436 

320 

l.Oe-180 

340 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA22, complete sequence 

165619 

LIB3177-092-P1-K1-B11 

BLASTX 

g3915865 

343 

l.Oe-32 

67 

99 

4 OS RIBOSOMAL PROTEIN S4 



Seq. No. 



165620 



22252 



Seq. ID LIB3177-092-P1-K1-B12 

Method BLASTX 

NCBI GI gl762584 

BLAST score 270 

E value 7.0e-24 

Match length 76 

'% identity 67 

NCBI Description (U63373) polygalacturonase isoenzyme 1 beta subunit homolog 

[Arabidopsis thaliana] 

Seq. No. 165621 

Seq. ID LIB3177-092-P1-K1-B2 

Method BLASTX 

NCBI GI g4586256 

BLAST score 56 

E value 5.0e-47 

Match length 153 

% identity 69 

NCBI Description {AL049640) probable photosystem I chain XI precursor 

[Arabidopsis thaliana] 

Seq. No. 165622 

Seq. ID LIB3177-092-P1-K1-B4 

Method BLASTN 

NCBI GI gl483149 

BLAST score . 209 

E value l.Oe-114 

Match length 258 

% identity 95 

NCBI Description Arabidopsis thaliana mRNA for monodehydroascorbate 
reductase, complete cds 

Seq. No. 165623 

Seq. ID LIB3177-092-P1-K1-B5 

Method BLASTX 

NCBI GI g421929 

BLAST score 61 

E value 5.0e-43 

Match length 114 

% identity 13 

NCBI Description ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] ~ 

Seq. No. 165624 

Seq. ID LIB3177-092-P1-K1-B6 

Method BLASTX 

NCBI GI gll4122 

BLAST score 373 

E value 6.0e-36 

Match length 87 

% identity 84 

NCBI Description ADP-RIBOSYLATION FACTOR 2 >gi_423228_pir A45422 

ADP-ribosylation factor 2 - bovine >gi_2T37127_pir JC4 94 6 

ADP-ribosylation factor type 2 - mouse >gi_162682 (J03794) 
ADP-ribosylation factor protein [Bos taurus] >gi_163668 
(M88292) ADP-ribosylation factor 2 [Bos taurus] >gi 304249 
(M88287) ADP-ribosylation factor 2 [Bos taurus] >gi~438864 ' 



22253 



(L12381) ADP-ribosylation factor 2 (Rattus norvegicus] 
>gi_1565209_cibj_BAA134 91_ (D87899) ARF2 [Mus musculus] 

>gi_740260_prf 2004472B phospholipase D-activating facte 

[Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165625 

LIB3177-092-P1-K1-B7 

BLASTN 

g2337888 

228 

l.Oe-125 

420 

98 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

165626 

LIB3177-092-P1-K1-B8 

BLASTX 

g4544393 

88 

3.0e-34 

102 

78 

(AC007047) putative ribosomal protein S25 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165627 

LIB3177-092-P1-K1-B9 

BLASTX 

g4454032 

437 

3.0e-43 

137 

64 

(AL035394) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165628 

LIB3177-092-P1-K1-C1 

BLASTN 

g3641835 

124 

3.0e-63 

164 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165629 

LIB3177-092-P1-K1-C10 

BLASTN 

g975645 

37 

2.0e-ll 

37 

100 



NCBI Description A. thaliana cor47 gene 



22254 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165630 

LIB3177-092-P1-K1-C11 
BLASTX 

g4678924 - ' 

50 

2.0e-70 

139 

96 

(AL049711) putative protein [Arabidopsis thaliana] 
165631 

LIB3177-092-P1-K1-C12 

BLASTX 

g3377835 

314 

5.0e-29 

108 

60 

(AF075598) contains similarity to Arabidopsis thaliana 
downy mildew resistance protein RPP5 {GB:U97106) 
[Arabidopsis thaliana] 

165632 

LIB3177-092-Pl^Kl-C3 

BLASTX 

g2119846 

654 

9.0e-69 

125 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165633 

LIB3177-092-P1-K1-C4 

BLASTN 

g4757405 

85 

6.0e-40 

423 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJIO, complete sequence 

165634 

LIB3177-092-P1-K1-C5 

BLASTX 

g2129637 

384 

5.0e-37 
98 



22255 



% identity 

NCBI Description 



m 



64 

low temperature-induced protein cor47 - Arabidopsis 
thaliana >gi_97564 6_emb_CAA6244 9_ (X90959) dehydrin 
(Arabidopsis thaliana] 



Seq. No. 


165635 


Seq. ID 


LIB3177-092-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


□4741950 


BLAST score 


608 


E value 


2.0e-63 


Match length 


126 


% identity 


92 


NCBI Description 


(AF134125) Lhcb2 protein 


Seq. No. 


165636 


Seq. ID 


LIB3177-092-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gll43511 


BLAST score 


812 


E value 


3.0e-87 


Match length 


149 


% identity 


98 


NCBI Description 


(Z47076) Ser/Thr protein 



[Malus domestical >gi_1586034_prf 
phosphatase [Malus domestical 



_2202340A Ser/Thr protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



165637 

LIB3177-092-P1-K1-C9 

BLASTX 

g4583542 

297 

7.0e-27 

136 

53 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana 1 

165638 

LIB3177-092-P1-K1-D10 

BLASTX 

g2119846 

598 

3.0e-62 

116 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thalianal >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thalianal >gi_3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thalianal 

165*639 

LIB3177-092-P1-K1-D12 
BLASTN 



22256 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI , ' ■ 

BLAST score 

E value* 

Match length 

% identity 

NCBI Description 



g4159701 
373 

O.Oe+00 

420 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K22G18/ complete sequence 

165640 

LIB3177-092-P1-K1-D3 

BLASTX 

g3367515 

727 

3.0e-77 

147 

98 

(AC004392) Similar to 

glucose- 6-phosphate/phosphate-translocat or (GPT) 
gb_AF020814 from Pisum sativum. [Arabidopsis thaliana] 

165641 

LIB3177-092-P1-K1-D4 

BLASTX 

g4454036 

369 

l.Oe-75 

137 

90 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165642 

LIB3177-092-P1-K1-D5 

BLASTX 

gl351272 

435 

4 .Oe-43 

86 

98 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 

165643 

LIB3177-092-P1-K1-D6 

BLASTX 

gll68609 

531 

2.0e-54 

120 

88 

AUXIN-RESISTANCE PROTEIN AXRl >gi_479664_pir S35071 

auxin-resistance protein AXRl - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi_2388579 {AC000098) Match to 
Arabidopsis AXRl (gb_ATHAXR1122 ) . [Arabidopsis thaliana] 



22257 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq." No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 

165644"-^ 

LIB3177-092-P1-K1-D7 

BLASTN 

gl66645 

102 

4.0e-50 

152 

94 

Arabidopsis thaliana light-harvesting chlorophyll 
a/b-binding protein (Cab4) mRNA, complete cds 

165645 

LIB3177-092-P1-K1-D8 

BLASTX 

gl26766 

654 

l.Oe-68 

142 

89 

MALATE SYNTHASE, GLYOXYSOMAL >gi_682 1 6_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
(J04-468) malate synthase (EC 4.1.3.2) [Brassica napus] 

165646 

LIB3177-092-P1-K1-D9 

BLASTX 

g282865 

465 

8.0e-47 

97 

69 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

165647 

LIB3177-092-P1-K1-E1 

BLASTX 

gll69476 

624 

3.0e-65 

123 

98 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

165648 

LIB3177-092-P1-K1-E10 

BLASTX 

g2244750 



22258 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
"nCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



643 

2.0e-67 

124 

99 

(Z 97 335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 {AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



165649 

LIB3177-092-P1-K1-E11 

BLASTX 

gll5783 

607 

3.0e-63 

114 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
{X03909) 

140) [Arabidopsis 



165650 

LIB3177-092-P1-K1-E2 

BLASTX 

g231586 

617 

2.0e-64 

132 

92 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401__ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



165651 

LIB3177-092-P1-K1-E3 

BLASTN 

g3128142 

300 

l.Oe-168 

316 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQN23, complete sequence [Arabidopsis thaliana] 



PI clone: 



165652 

LIB3177-092-P1-K1-E4 

BLASTX 

g480450 

62 

l.Oe-51 

108 

89 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi_402552_emb_CAA4 9506_ 



1.1.86) - Arabidopsis 
(X69880) ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



22259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165653 

LIB3177-092-P1-K1-E5 

BLASTX 

gll45699 

605 

6.0e-63 

126 

97 

(U39486) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165654 

LIB3177-092-P1-K1-E6 

BLASTX 

gl66834 

56 

9.0e-59 

128 

93 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 


165655 


Seq. ID 


LIB3177-092-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g2244991 


BLAST score 


100 


E value 


2.0e-49 


Match length 


128 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 




fragment No 


Seq. No. 


165656 


Seq. ID 


LIB3177-092-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4574208 


BLAST score 


446 


E value 


l.Oe-44 


Match length 


92 


% identity 


99 


NCBI Description 


(AF093108) histone H3 


Seq. No. 


165657 


Seq. ID 


LIB3177-092-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4455253 


BLAST score 


569 


E value 


7.0e-59 


Match length 


122 


% identity 


89 


NCBI Description 


(AL035523) superoxide 



[Tortula ruralis] 



(Fe) (fragment) 



smutase (EC 1.15.1.1) 
[Arabidopsis thaliana] 



Seq. No. 



165658 



22260 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-092-P1-K1-F10 

BLASTX 

g4469408 

459 

8.0e-46 

133 

71 

(API 16527) MADS box protein FLOWERING LOCUS F [Arabidopsis 
thaliana] >gi_4 4 69410_gb_AAD2124 9_ (AF116528) MADS box 
protein FLOWERING LOCUS F [Arabidopsis thaliana] 

165659 

LIB3177-092-P1-K1-F11 

BLASTX 

g4741952 

703 

2.0e-74 

136 

70 

{AF134126) Lhcb3 protein [Arabidopsis thaliana] 
165660 

LIB3177-092-P1-K1-F12 

BLASTX „ . . 

gl32110 

581 

3.0e-60 

112 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_einb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

165661 

LIB3177-092-P1-K1-F2 

BLASTN 

gl66695 

34 

l.Oe-09 

226 

86 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 

165662 

LIB3177-092-P1-K1-F3 

BLASTX 

g3036805 

657 

4,0e-69 

127 

98 

{AL022373) thaumatin-like protein [Arabidopsis thaliana] 



22261 



Seq. No. 


165663 


Seq. ID 


LIB3177-092-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3420008 


BLAST score 


240 


E value *- 


4 . Oe-20 


Mp^'hr'h lenrrt'h 


123 


% i rlenl" 3 t" v 

o ^\^^ 1 1 \^ ^ \^ y 


38 


NPRT ne'^r'T 1 ril" "i nn 


fAFOOn'^Ol^ steroid siil folrans'ferase TRrAssica nsntisl 


Seq. No. 


165664 


Seq. ID 


LIB3177-092-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3157944 


BLA'^T score 


548 


Pi 1 lie 


3 Oe-56 


Match length 


109 


% identity 


95 


NPBT Descriotion 


fAC002131^ Verv strono similaritv to aminornethvltransf erase 




nrppiirsor citi U79769 from MesemhrvantheTniiTn crvsi";^! 1 i nnm 




ESTs ab T43l¥7, ab T21076- ob H36999. ab T22773 




ab N38038. ab T137J2, ob Z2654^5, ob T20753 and ab W43123 




rTiTTie "Frnm 1~hi s rre 


Sea. No. 


165665 


Seq. ID 


LIB3177-092-P1-K1-F8 


Mot" HoH 


oxir^o X /\ 


NPRT 

LN ^ O X OX 


^ X X -J r O .J 


BLAST score 


568 


E value 


l.Oe-58 


Match length 


112 


3: -j rJent i t V 


95 


LXV-fOX L/C O X X^ L> X 1 


PHT.OROPHYLT. A-R RTNOTNG PROTF.TN OF T.HPTT TYPF T PRFPT1R90R 

V^lX XJ Vi/X\\,/X Xi X XJXJ XX XJ 1_7 X. LV X<r X. X X\>«/ X 1-1 J. IN V/X XJ 1 lv_^ XJ. XXXX4 X X xVXjV_f \J i\tJ\J L\ 




^PAR-14n^ fT.HPP^ >rri 1fi^7fi emh PAA?7S4^ ^XO^QOQ^ 




phlnrmnhvll a /b hinHTTirr ■nro'hp'in ^TiHPP AR 140^ f Arp^Hi Hnr>sT s 

^1 IX \^ X W L<rX 1 y J X CI / Xy Ji_/X 1 I\wlX I IM X W C^XIl \XJ1 1 W X XXXJ X ^ V,/ / 1^ XXX CLxy X \_iLV_/ O X o 




L.llClXXClilCl J 


Sea No . 


165666 


Seq. ID 


LIB3177-092-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2970034 


BLAST score 


202 


F. 1 lie 

Hj V CI X 


2 Oe-16 


M?5i~ch lenrrl'h 


50 


% i dent i t v 


70 


NPRT Descriotion 


fnR8S36^ delt"a 9 desatursse T Ar^ibi dons i s thrili^^n;^! 


Seq, No. 


165667 


Seq. ID 


LIB317 7-092-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g2244950 


BLAST score 


325 






Match length 


341 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 




22262 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165668 

LIB3177-092-P1-K1-G11 

BLASTX 

g3123188 

685 

2.0e-72 

140 

95 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 



Seq. No. 


165669 


Seq. ID 


LIB3177-092-P1-K1-G12 


Met hod 




NCBI GT 


y X X o J *i J 




X 


P VP 1 HP 


1 np-?Q 




X o o 




4 O 


NCBI Dpsrr "i nt "i on 


RA9TP FNnOCHTTTMACIP PRTTpriRCinR 


Seq. No. 


165670 


Seq. ID 


LIB3177-092-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


gll244 


BLAST score 


38 


E value 


6.0e-13 


Match length 


54 


% identity 


93 


NCBI Description 


A. thaliana chloroplast DNA for 




ribosomal protein 


Seq. No. 


165671 


Seq. ID 


LIB3177-092-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g625977 


BLAST score 


531 


E value 


2.0e-54 


Match length 


108 


% identity 


96 



NCBI Description 



p40 protein homolog - Arabidopsis thaliana >gi_402904 
{U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165672 

LIB3177-092-P1-K1-G4 

BLASTX 

gll5783 

500 

7.0e-51 

97 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_einb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 



TYPE I PRECURSOR 
{X03909) 

140) [Arabidopsis 



22263 



thaliana] 



Seq. No. 


165673 


Seq. ID 


LIB3177-092-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


430 


E value 


l.Oe-42 


Match length 


98 


% identity 


83 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


165674 


Seq. ID 


LIB3177-092-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2583125 


BLAST score 


77 


E value 


l.le-01 


Match length 


54 


% identity 


65 


NCBI Description 


(AC002387) putative transketolase precursor [Arabidopsis 




thaliana] 


Seq. No. 


165675 


Seq. ID 


LIB3177-092-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2244750 


BLAST score 


543 


E value 


9. Oe-56 


Match length 


113 


% identity 


96 


NCBI Description 


(Z97335) adenosylhomocys teinase [Arabidopsis thaliana] 




>ai 3088579 (AF059581) S-adenosvl-L-homocvsteine hvdrola 




[Arabidopsis thaliana] 


Seq, No, 


165676 


Seq, ID 


LIB3177-092-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3080415 


BLAST score 


514 


E value 


2. Oe-52 


Match length 


111 


% identity 


82 


NCBI Description 


(AL022604) cysteine proteinase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


165677 


Seq. ID 


LIB3177-092-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gll72873 


BLAST score 


459 


E value 


5,0e-46 


Match length 


117 


% identity 


74 



NCBI Description CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4,22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 



22264 



{D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165678 

LIB3177-092-P1-K1-H1 

BLASTX 

g687844 

292 

2.0e-26 

119 

50 

(U21320) 
elegans] 



contains TPR domain-like repeats [Caenorhabditis 



165679 

LIB3177-092-P1-K1-H10 

BLASTX 

g3913733 

734 

4 .Oe-78 

141 

97 

HYDROXYACYLGLUTATHIONE HYDROLASE CYTOPLASMIC ISOZYME 
(GLYOXALASE II) (GLX II) >gi_l 924 921_emb_CAA6964 4_ {Y08357) 
hydroxyacylglutathione hydrolase [Arabidopsis thaliana] 

165680 

LIB3177-092-P1-K1-H11 

BLASTX 

gl32110 

594 

9.0e-62 

112 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb__GAA32702 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 

thaliana] 

165681 

LIB3177-092-P1-K1-H2 

BLASTX 

g3688173 

384 

6.0e-46 

133 

65 

(AL031804) putative protein [Arabidopsis thaliana] 
165682 

LIB3177-092-P1-K1-H3 

BLASTX 

g3550519 

493 

7.0e-50 
113 
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% identity 80 

NCBI Description (AJ007630) oxygenase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165683 

LIB3177-092-P1-K1-H4 

BLASTN 

g4678315 

150 

9.0e-79 

173 
97 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



T17F15 



165684 

LIB3177-092-P1-K1-H5 

BLASTX 

g2119846 

666 

2.0e-71 

138 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type J chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165685 

LIB3177-092-P1-K1-H6 

BLASTX 

g3319347 

305 

3.0e-28 

72 

82 

{AF077407) No definition line found [Arabidopsis thaliana] 
165686 

LIB3177-092-P1-K1-H7 

BLASTX 

g4006934 

411 

2.0e-40 

100 

76 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
165687 

LIB3177-092-P1-K1-H8 

BLASTN 

g3985952 

340 

O.Oe+00 
372 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MRC8, complete sequence [Arabidopsis thaliana] 

165688 

LIB3177-092-P1-K1-H9 

BLASTX 

g2199574 

394 

l.Oe-38 

76 

99 

(AF004293) aquaporin [Brassica rapa] 
165689 

LIB3177-093-P1-K1-A1 

BLASTN 

g3738088 

363 

O.Oe+00 

425 

96 

Arabidopsis thaliana chromosome II BAG T30L20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165690 ' 

LIB3177-093-P1-K1-A10 

BLASTX 

g2129583 

329 

l.Oe-30 

84 

82 

f erriti 
(X94248 



n - Arabidopsis thaliana >gi_124 6401_emb_CAA63932 
) ferritin [Arabidopsis thaliana] 



165691 

LIB3177-093-P1-K1-A11 

BLASTN 

g3341671 

273 

l.Oe-152 

431 

99 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165692 

LIB3177-093-P1-K1-A12 

BLASTX 

g3695023 

242 

2.0e-20 

96 

51 

(AF055850) unknown [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165693 

LIB3.177-093-P1-K1-A2 

BLASTX 

gl710780 

501 

9.0e-51 

131 . 
74 

40S RIBOSOMAL PROTEIN S9 (37) >gi_1321917_emb_CAA654 33 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165694 

LIB3177-093-P1-K1-A3 

BLASTN 

g4584351 

302 

l.Oe-169 

357 

96 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 



165695 

LIB3177-093-P1-K1-A4 

BLASTN 

g2351073 

175 

l.Oe-93 

400 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



165696 

LIB3177-093-P1-K1-A5 

BLASTN 

g3004543 

55 

5.0e-22 

280 

86 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165697 

LIB3177-093-P1-K1-A6 

BLASTX 

g232031 

336 

2.0e-31 

116 

54 

ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 
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Seq. No. 

Seq.^. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165698 

LIB3177-093-P1-K1-A7 

BLASTX 

g4538963 

66 

l.Oe-57 

111 

75 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4 74195 8_gb_AAD28776 . 1_AF1 3 4129^1 
{AF134129) Lhcb5 protein [Arabidopsis thaliana] 

165699 

LIB3177-093-P1-K1-A8 

BLASTX 

gl31770 

271 

6.0e-24 

94 

56 

40S RIBOSOMAL PROTEIN S9 {40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomai protein S9.e - slime mold ( Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



Seq. No. 


165700 


Seq. ID 


LIB3177-093-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


gl66879 


BLAST score 


197 


E value 


l.Oe-107 


Match length 


232 


% identity 


97 


NCBI Description 


A. thaliana gene sequence, exon 


Seq. No. 


165701 


Seq. ID 


LIB3177-093-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl32110 


BLAST score 


716 


E value 


5.0e-76 


Match length 


134 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165702 

LIB3177-093-P1-K1-B11 

BLASTX 

g4335745 

406 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



l.Oe-39 
142 
55 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
'Mprosite: PS50187) [Arabidopsis thaliana] 

165703 

LIB3177-093-P1-K1-B12 

BLASTX 

g4512655 

401 

4.0e-39 

74 

99 

(AC007048) putative protein phosphatase 2C [Arabidopsis 
thaliana] 

165704 

LIB3177-093-P1-K1-B2 

BLASTX 

gl351271 

666 

4.0e-70 

144 

90 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 
>gi_1084309_pir_S52032 triose-phosphate isomerase (EC 
5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

165705 

LIB3177-093-P1-K1-B3 

BLASTX 

g4454036 

807 

l.Oe-86 

148 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

165706 

LIB3177-093-P1-K1-B4 

BLASTX 

gll5385 

615 

4.0e-64 

123 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165707 

LIB3177-093-P1-K1-B5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E'- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2645198 

45 

5.0e-16 

162 

83 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165708 

LIB3177-093-P1-K1-B6 

BLASTX 

gll5767 

734 

4.0e-78 

142 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27 541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165709 

LIB3177-093-P1-K1-B7 

BLASTN 

g4115352 

77 

3.0e-35 

168 

93 

Arabidopsis thaliana chromosome II BAC T15J14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165710 

LIB3177-093-P1-K1-B8 

BLASTX 

gl082054 

150 

l.Oe-09 

136 

30 

(Z49859) copper transporter protein [Arabidopsis thaliana] 
165711 

LIB3177-093-P1-K1-B9 

BLASTN 

g2673901 

251 

l.Oe-139 
449 

100 • , 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165712 

LIB3177-093-P1-K1-C1 

BLASTX 

gll5767 

745 

2.0e-79 

143 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_enib_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



165713 

LIB3177-093-P1-K1-C11 

BLASTN 

g4757392 

83 

9.0e-39 

219 

85 

Arabidopsis thaliana genomic 
K14A17, complete sequence 



DNA, chromosome 3, TAC clone 



165714 

LIB3I77-093-P1-K1-C12 

BLASTN 

g3241923 

361 

O.Oe+00 

361 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMNIO, complete sequence [Arabidopsis thaliana] 

165715 

LIB3177-093-P1-K1-C2 

BLASTX 

g3600058 

526 

l.Oe-53 

110 

98 

(AF080120) 
thaliana] 



PI clone: 



similar to vacuolar ATPases [Arabidopsis 



165716 

LIB3177-093-P1-K1-C4 

BLASTX 

gll71642 

188 

5.0e-14 

73 

49 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROBABLE SERINE/THREONINE-PROTEIN KINASE NAK 

>gi_481206_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 

165717 

LIB3177-093-P1-K1-C5 

BLASTX 

gl32102 

724 

6.0e-77 

137 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

165718 

LIB3177-093-P1-K1-C6 

BLASTN 

g4757392 

68 

3.0e-30 

116 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone: 
K14A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165719 

LIB3177-093-P1-K1-C8 

BLASTX 

g99696 

801 

5.0e-86 

144 

99 

gliitamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

165720 

LIB3177-093-P1-K1-C9 

BLASTX 

g2244863 

174 

2.0e-12 
132 
38 * 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



165721 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
.-•NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-093-P1-K1-D11 

BLASTX 

g4115925 

690 

5.0e-73 

135 

60 

{AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 

165722 

LIB3177-093-P1-K1-D12 

BLASTX 

g4006898 

304 

8.0e-28 

58 

98 

(Z99708) splicing factor-like protein [Arabidopsis 
thaliana] 

165723 

LIB3177-093-P1-K1-D2 

BLASTX 

g2829871 

7 92 

7.0e-85 

150 

99 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
165724 

LIB3177-093-P1-K1-D3 

BLASTX 

gl32102 

639 

5.0e-67 

128 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

165725 

LIB3177-093-P1-K1-D4 

BLASTX 

g2956690 

443 

l.Oe-48 

135 

62 

{AJ223306) PSBY [Arabidopsis thaliana] >gi_3414928 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF079800) PsbY precursor [Arabidopsis thaliana] 
165726 

LIB3177-093-P1-K1-D6 

BLASTX 

gl32090 

208 

7.0e-17 

50 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_enib_CAA32700 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

165727 

LIB3177-093-P1-K1-D7 

BLASTX 

g4678259 

555 

4.0e-57 
144 

78 ... 

(AL049657) putative protein [Arabidopsis thaliana] 

165728 

LIB3177-093-P1-K1-D8 

BLASTX 

g2062164 

403 

l.Oe-39 

76 

99 

(AC001645) 
•thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



.165729 

LIB3177-093-P1-K1-E1 

BLASTX 

g4581146 

734 

4.0e-78 

152 

93 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

165730 

LIB3177-093-P1-K1-E10 

BLASTN 

g3236234 

148 

l.Oe-77 

279 

98 



22275 



NCBI Description Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165731 

LIB3177-093-P1-K1-E11 

BLASTX 

g3377797 

336 

2.0e-31 

67 

99 

{AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

165732 

LIB3177-093-P1-K1-E12 

BLASTX 

gl66834 

662 

9.0e-70 

128 

98 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

165733 

LIB3177-093-P1-K1-E2 

BLASTN 

g4309719 

294 

l.Oe-164 

400 

99 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165734 

LIB3177-093-P1-K1-E3 

BLASTX 

g4678332 

150 

l.Oe-09 

85 

41 

(AL04 9658) putative peptide transporter [Arabidopsis 
thaliana] 

165735 

LIB3177-093-Pl-Kl-E'6 

BLASTX 

g2119846 

618 

l.Oe-64 



22276 



Match length 
% identity . 
NCBI Description 



119 
98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128.230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seg. No. 


165736 


Seq. ID 


LIB3177-093-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g401169 


BLAST score 


262 


E value 


5.0e-23 


Match length 


53 


% identity 


94 


NCBI Description 


TRANSLATIONALLY CONTROLLED 


Seq. No. 


165737 


Seq. ID 


LIB3177-093-P1-K1-E8 


Method 


BLASTX. 


NCBI GI 


g4218123 


BLAST score 


441 


E value 


l.Oe-43 


Match length 


143 


% identity 


65 


NCBI Description 


(AL035353) photosystem I si 




[Arabidopsis thaliana] 


Seq. No. 


165738 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



subunit PSI-E-lilce protein 



LIB3177-093-P1-K1-E9 

BLASTX 

gl709825 

663 

9.0e-70 

134 

100 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

165739 

LIB3177-093-P1-K1-F1 

BLASTN 

g2088638 

232 

l.Oe-127 

465 

98 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165740 

LIB3177-093-P1-K1-F10 

BLASTX 

g3288821 



22277 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



505 

2.0e-51 

113 

86 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

165741 

LIB3177-093-P1-K1-F11 

BLASTN 

g2264317 

55 

5.0e-22 

196 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

165742 

LIB3177-093-P1-K1-F12 

BLASTN 

g3297806 

39 

l.Oe-12 

288 

87 

Arabidopsis thaliana DNA chromosome 4, BAG clone F17I5 
(ESSA project) 

165743 

LIB3177-093-P1-K1-F3 

BLASTN 

g4454022 

210 

l.Oe-115 

230 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone F9D16 
(ESSAII project) 

165744 

LIB3177-093-P1-K1-F4 

BLASTX 

g4678935 

637 

2.0e-69 

152 

89 

(AL04 9711) putative protein [Arabidopsis thaliana] 
165745 

LIB3177-093-P1-K1-F6 

BLASTX 

g2245144 

449 



22278 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



l.Oe-44 

138 

64 

(Y10846) 0-acetylserine (thiol) lyase [Brassica juncea] 
165746 

LIB3177-093-P1-K1-F7 

BLASTX 

g2415406 

150 

l.Oe-09 

84 

37 

{AF015775) YodT [Bacillus subtilis] 
>gi_2634366_emb_CAB13865_ (Z99114) similar to 
adenosylinethionine-8-aniino-7-oxononanoate aminotransferase 
[Bacillus subtilis] 

165747 

LIB3177-093-P1-K1-F8 

BLASTN 

g2244950 

184 

4.0e-99 

313 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

165748 

LIB3177-093-P1-K1-F9 

BLASTX 

g548604 

483 

6.0e-49 

102 

86 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_107 6728_pir S51813 photosystem-I PSI-F chain precursor 

- barley >gi_469560 (U08135) photosystem-I PSI-F subunit 
precursor [Hordeum vulgare] 

165749 

LIB3177-093-P1-K1-G1 

BLASTX 

g4539316 

633 

4.0e-69 

144 

98 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 

165750 

LIB3177-093-P1-K1-G10 
BLASTX 



22279 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST^ score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4454036 
4 92 

5.0e-50 

91 

99 

{AL035394) putative major latex protein [Arabidopsis 
thaliana] 



165751 

LIB3177-093-P1-K1-G11 

BLASTN 

g3108025 

309 

l.Oe-174 

317 

99 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 BAG T13D8, complete 



165752 

LIB3177-093-P1-K1-G12 

BLASTX 

gl35860 

576 

l.Oe-59 

116 

100 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

165753 

LIB3177-093-P1-K1-G2 

BLASTX 

g4741960 

504 

4.0e-51 

118 

83 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
165754 

LIB3177-093-P1-K1-G3 

BLASTX 

g66618 

622 

6.0e-65 

141 

87 

3-phosphoshikimate 1-carboxyvinyltransf erase (EC 2.5.1.19) 
precursor - Arabidopsis thaliana 



22280 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165755 

LIB3177-093-P1-K1-G4 
BLASTX 
gll69599 
574 

2.0e-59 
125 
86 

OMEGA-3 FATTY ACID DESATQRASE, 

>gi_541883_pir JQ2336 omega-3 

1.14.99.-) CFD - Arabidopsis thaliana >gi_408481 (L22961) 
oniega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 68434_dbj_BAA05040_ (D26019) plastid fatty acid 
desaturase [Arabidopsis thaliana] >gi_541653_dbj_BAA03106 
{D14007) omega-3-desaturase [Arabidopsis thaliana] 



CHLOROPLAST PRECURSOR 
fatty acid desaturase (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165756 

LIB3177-093-P1-K1-G5 

BLASTN 

g2673901 

255 

l.Oe-141 

423 

99 

Arabidopsis thaliana chromosome II BAG T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165757 

LIB3177-093-P1-K1-G6 

BLASTN 

g4741184 

321 

O.Oe+00 

347 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



T23J7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165758 

LIB3177-Q93-P1-K1-G7 

BLASTX 

g4210334 

150 

l.Oe-09 

29 

97 

{AJ223804) 2-oxoglutarate dehydrogenase, E3 subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165759 

LIB3177-093-P1-K1-G9 

BLASTN 

g4468801 

290 

l.Oe-162 

294 

100 



22281 



NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAG clone F6G17 
(ESSA project) ■ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165760 

LIB3177-0.93-P1-K1-H10 

BLASTX 

g2129729 

633 

3.0e-66 

124 

98 

senescence-associated protein senl - Arabidopsis thaliana 
>gi_1046270 (U26945) senescence-associated protein 
[Arabidopsis thaliana] >gi_3367595_emb_CAA20047_ (AL031135) 
senescence-associated protein senl [Arabidopsis thaliana] 
>gi_380584 3_emb_CAA214 63_ (AL031986) senescence-associated 
protein senl [Arabidopsis thaliana] 

165761 

LIB3177-093-P1-K1-H11 

BLASTX 

gl931655 

181 

l.Oe-13 

36 

97 

(U95973) receptor-lcinase isolog [Arabidopsis thaliana] 
1657 62 

LIB3177-093-P1-K1-H12 

BLASTX 

g4539405 

287 

2.0e-26 

73 

81 

(AL04 9524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

165763 

LIB3177-093-P1-K1-H2 

BLASTX 

g2257743 

232 

l.Oe-19 

58 

84 

(U62020) lysine-sensitive aspartate kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165764 

LIB3177-093-P1-K1-H3 

BLASTX 

gl703108 

414 

l.Oe-71 
146 



22282 



4 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

ACTIN 2/7 >gi_2129525_pir_S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 (Arabidopsis 
. thaliana] 

165765 

LIB3177-093-P1-K1-H4 

BLASTN 

g2275194 

254 

l.Oe-141 

262 

100 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165766 

LIB3177-093-P1-K1-H5 

BLASTX 

g4587525- 

210 

5.0e-17 

90 

48 

{AC007060), Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene, 

[Arabidopsis thaliana] 

165767 

LIB3177-093-P1-K1-H6 

BLASTX 

g3738261 

284 

2.0e-25 

97 

68 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

165768 

LIB3177-093-P1-K1-H7 

BLASTX 

g2257743 

241 

l.Oe-20 
58 
84 

(U62020) 
thaliana] 



lysine-sensitive aspartate kinase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165769 

LIB3177-093-P1-K1-H8 

BLASTX 

gl26766 



22283 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

2.0e-71 

139 

97 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4,1,3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 

165770 

LIB3177-093-P1-K1-H9 

BLASTX 

g3023216 

505 

3.0e-51 

105 

98 

14-3-3-LIKE PROTEIN GF14 
[Arabidopsis thaliana] 



MU >gi 1531629 (U60444) GF14 mu 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165771 

LIB3177-094-P1-K1-A1 

BLASTX 

g3025205 

157 

l.be-10 

103 

33 

HYPOTHETICAL 65.1 KD PROTEIN SLR1919 

>gi_1652223_dbj_BAA17147_ (D90903) ABCl-like [Synechocystis 
sp.] 

165772 

LIB3177-094-P1-K1-A10 

BLASTX 

gl26985 

643 

2.0e-67 

126 

98 

MERI-5 PROTEIN >gi_166778 (M63166) meri-5 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



165773 

LIB3177-094-P1-K1-A11 

BLASTX 

g2062158 

592 

2.0e-61 

122 

47 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165774 

LIB3177-094-P1-K1-A12 

BLASTX 

gl370188 



22284 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



404 

l.Oe-39 ' 

96 

84 

(273943) RAB7D [Lotus japonicus] 
165775 

LIB3177-094-P1-K1-A2 

BLASTX 

g2497733 

570 

7.0e-59 

118 

95 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 {M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 {AC0054 99) unknown 
protein [Arabidopsis thaliana] 

165776 

LIB3177-094-P1-K1-A3 

BLASTN 

g3600062 

122 

2.0e-62 

215 

68 

Arabidopsis thaliana BAC T25C13 
165777 

LIB3177-094-P1-K1-A4 

BLASTX 

g4827050 

357 

6.0e-34 

121 

55 

ubiquitin specific protease 14 (tRNA-guanine 
transglycosylase) >gi_1729927_sp_P5457 8_TGT_HUMAN QUEUINE 
TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE TRANSGLYCOSYLASE) 
(GUANINE INSERTION ENZYME) >gi_940182 (U30888) tRNA-Guanine 
Transglycosylase [Homo sapiens] 

165778 

LIB3177-094-P1-K1-A5 

BLASTX 

g4586256 

365 

4.0e-35 

83 

88 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

165779 

LIB3177-094-P1-K1-A6 
BLASTX 



22285 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4538963 
141 

5.0e-09 

30 

97 

{AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776. 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 

165780 

LIB3177-094-P1-K1-A7 

BLASTX 

gl076366 

678 

l.Oe-71 

130 

98 

peptidylprolyl isomerase (EC 5.2.1.8) - Arabidopsis 
thaliana >gi_460968 (U07276) peptidyl-prolyl cis-trans 
isomerase [Arabidopsis thaliana] >gi_992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 

165781 

LIB3177-094-P1-K1-A8 

BLASTX 

gl076440 

375 

4.0e-36 

84 

86 

acyl-CoA binding protein - rape >gi_107644 l_pir S49102 

acyl-CoA binding protein - rape >gi_509265_emb_CAA54 39G_ 
(X77134) acyl-CoA binding protein [Brassica napus] ~ 

165782 

LIB3177-094-P1-K1-A9 

BLASTN 

g3413696 

386 

O.Oe+00 

425 

98 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165783 

LIB3177-094-P1-K1-B1 

BLASTX 

g4584110 

306 

5.0e-28 

119 

50 

{AJ133639) SAH7 protein [Arabidopsis thaliana] 



22286 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165784 

LIB3177-094-P1-K1-B10 

BLASTX 

g3023848 

462 

2.0e-46 

111 

85 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi 2289095 (U77381) WD-40 repeat protein [AraM^opsis 
"c nail ana J 

165785 

LIB3177-094-P1-K1-B11 

BLASTX 

gll5385 

464 

l.Oe-4 6 

90 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165786 

LIB3177-094-P1-K1-B12 

BLASTX 

g973313 

538 

4 .Oe-55 

111 

93 

(U30250) myo-inositol 
[Arabidopsis thaliana] 



1-phosphate synthase isozyine-2 



165787 

LIB3177-094-P1-K1-B3 

BLASTX 

g4753655 

407 

8.0e-40 

115 

65 

(AL049751) pectate lyase like protein [Arabidopsis 
thaliana] ^ 

165788 

LIB3177-094-P1-K1-B4 

BLASTN 

g2264316 

46 

8.0e-17 

304 

41 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 



22287 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165789 

LIB3177-094-P1-K1-B6 

BLASTX 

g2651314 

379 

l.Oe-36 

109 

70 

(AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165790 

LIB3177-094-P1-K1-B7 

BLASTX 

g2052379 

632 

3.0e-66 

120 

98 

(U66343) calreticulin [Arabidopsis thaliana] 
165791 

LIB3177-094-P1-K1-B8. . 

BLASTN 

g2618602 

359 

0. Oe+00 

445 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJl, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165792 

LIB3177-094-P1-K1-B9 

BLASTN 

g4584351 

303 

l.Oe-170 

342 

97 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165793 

LIB3177-094-P1-K1-C10 

BLASTX 

g2393775 

286 

l.Oe-25 

58 

81 

(U82230) prolamin box binding factor [Zea mays] 



Seq. No. 
Seq. ID 
Method 



165794 

LIB3177-094-P1-K1-C11 
BLASTX 



22288 





NCBI GI 


g3122724 




BLAST score 


351 




E value 


3 .Oe-33 




Match length 


69 




% identitv 


100 




NCBI Description 


SOS RIBOSOMAL PROTEIM L'^fi >^^ P^fiQnOQ fAPfinP'^'^^^ y-iH/^crMna 

Axx ij\jij\yL mm sz swj i. c^±.vi u^\j -^yx £. ^\J\J ^ \ r\\^\j \j ^ O O -J } L XUOS OIRa . 










Seq. No. 


165795 




Seq. ID 


LIB3177-094-P1-K1-C12 




Method 


BLASTN 




NCBI GI 


g4587641 




BLAST score 


352 




E value 


0 . Oe+00 




Match length 


422 




% iHpntitv 


96 




NCBI Description 


Arahidon^i*? thslirina phmmric^nmp T RAP R9nn91 nonrnnir^ 

■"X O-Ji^X^^b^^iJ X O l^lldXXdlld V^i IX ^III^ O Uill^ X Or^V_r ££,\JlJ£.A. UcXlwlil^^-' 






^pmiPTif^p r^omnl pt"P ccsfm^nr^o 

O^V^LlCil^C/ V^WilL^XCL-C OCUUlCil^C 




Seq. No. 


165796 




Seq. ID 


LIB3177-094-P1-K1-C2 


pi 


Method 


BLASTX 




NCBI GI 


g4263525 


in 


BLAST score 


590 




E value 


3 . Oe-61 




Mr^tph Ipnnth 


138 






fi4 




NCBI Descrintion 


V -tTkV^ vj u 1 w *± 1 y ^Liuduxvc; ^ii^j L-iJoy o LClu X xcdOLxvJIi wcilLcx SUDUmu 






XX ^xci-fUXovJX L rix duxtuj^o X o uiidXXdXIdj 


01 


Seq. No. 


165797 


H 


Sea. ID 


LIB3177-094-P1-K1-C3 




Method 


BLASTX 




NCBI GI 


g3786014 




BLAST score 


435 


* 


E valup 


4 . Oe-43 




Mpitph 1pnrr1"h 


130 




% ident i t v 


81 


Pi 


NCBI np«^pr 1 nf "i on 






Seq. No. 


165798 




Seq. ID 


LIB3177-094-P1-K1-C4 




Method 


BLASTX 




NCBI GI 


g3885511 




BLAST score 


431 




E value 


1 .Oe-42 




Match length 


109 




% identitv 


80 




NCBI Description 


(AF084200^ similar to PST — K cjnhnnit" o-p r>hot-oQuc;i-ciTn T ^-rrsm 






-^dj — [_ L ic^ux v.>d y ^ O d L. X V d J 




Seq. No. 


165799 




Seq. ID 


LIB3177-094-P1-K1-C6 




Method 


BLASTN 




NCBI GI 


g4455348 




BLAST score 


358 




E value 


0. Oe+00 



22289 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



457 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T13J8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165800 

LIB3177-094-P1-K1-C7 

BLASTX 

gll9975 

516 

l.Oe-52 

119 

89 

FERREDOXIN PRECURSOR >gi_99692_pir S0997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ {X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
[Arabidopsis thaliana] 

165801 

LIB3177-094-P1-K1-C8 

BLASTN 

g3241927 

165 

6.0e-88 

215 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 

165802 

LIB3177-094-P1-K1-C9 

BLASTX 

gl32102 

454 

2.0e-45 

92 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

165803 

LIB3177-094-P1-K1-D10 

BLASTX 

g3929651 

583 

2.0e-60 

116 

100 

{AJ131206) microbody NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 



165804 



22290 



Seq. ID 


LIB3177-094-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g3985952 


BLAST score 


458 


E value 


0 . Oe+00 


Match length 


470 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MRC8/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


165805 


Seq. ID 


LIB3177-094-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4097567 


BLAST score 


164 


E value 


8 .Oe-12 


Match length 


34 


% identity 


97 


NCBI Description 


(U64921) ATGP4 [Arabidopsis thaliana] 


Seq. No- 


165806 


Seq. ID 


LIB3177-094-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2055273 


BLAST score 


582 


E value 


2.0e-60 


Match length 


131 


% identity 


86 


NCBI Description 


{D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 


Seq. No. 


165807 


Seq. ID 


LIB3177-094-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


693 


E value 


2.0e-73 


Match length 


131 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 




a/b-binding protein abl65 — Arabidopsis thaliana 




>gi 16368 emb CAA27540 {X03907) chlorophyll a/b binding 




protein (LHCP AB 65) [Arabidopsis thaliana] 




>gi 16372 emb CAA27541 (X03908) chlorophyll a/b binding 




protein (LHCP AB 180) [Arabidopsis thaliana] 


Seq. No. 


165808 


Seq. ID 


LIB3177-094-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl490554 


BLAST score 


738 


E value 


2.0e-78 


Match length 


157 


% identitry 


92 


NCBI Description 


(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 




thaliana] 



22291 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
-E -value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165809 

LIB3177-094-P1-K1-D5 

BLASTX , 

gll5767 

758 

7.0e-81 

144 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372__emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165810 

LIB3177-094-P1-K1-D7 

BLASTX 

g4531437 

591 

2.0e-61 

121 

98 

(AC006224) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

165811 

LIB3177-094-P1-K1-D8 

BLASTX 

g2911085 

181 

9.0e-20 

122 

56 

(AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_34 02748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165812 

LIB3177-094-P1-K1-D9 

BLASTN 

g3367567 

262 

l.Oe-145 

292 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8D20 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165813 

LIB3177-094-P1-K1-E1 

BLASTX 

g3776578 

157 

l.Oe-10 



22292 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
50 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 

165814 

LIB3177-094-P1-K1-E11 

BLASTX 

gll69201 

391 

4.0e-38 

108 

77 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 . protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

165815 

LIB3177-094-P1-K1-E2 

BLASTN 

g4581103 

29 

8.0e-07 

173 . 
90 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 

165816 

LIB3177-094-P1-K1-E3 

BLASTX 

gl709687 

495 

3.0e-50 

104 

91 

PEPTIDE METHIONINE SULFOXIDE REDUCTASE (PEPTIDE MET(O) 

REDUCTASE) >gi_212964 3_pir ^371275 methionine sulfoxide 

reductase - Arabidopsis thaliana >gi_127 9212_emb_CAA65991_ 
{X97326) methionine sulfoxide reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165817 

LIB3177-094-P1-K1-E4 

BLASTX 

g2947062 

152 

7.0e-10 

141 

32 

(AC002521) unknown protein [Arabidopsis thaliana] 
165818 

LIB3177-094-P1-K1-E5 

BLASTX 

gl32074 

653 



22293 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



l.Oe-68 

123 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi__68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165819 

LIB3177-094-P1-K1-E6 

BLASTX 

g4490732 

201 

5.0e-16 

43 

93 

{AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

165820 

LIB3177-094-P1-K1-E7 

BLASTN 

g4757404 

259 

l:-0e-144 

266 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLJ15/ complete sequence 

165821 

LIB3177-094-P1-K1-E8 

BLASTX 

g4454051 

500 

9.0e-51 

99 

98 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 

165822 

LIB3177-094-P1-K1-E9 

BLASTX 

gl25576 

640 

4.0e-67 

136 

92 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 

>gi_164 41_emb_CAA41155_ (X58149) Ribulose-5-phosphate 

kinase [Arabidopsis thaliana] ' 

165823 

LIB3177-094-P1-K1-F10 



22294 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4S67207 

773 

l.Oe-82 

148 

98 

(AC007168) unknown protein [Arabidopsis thaliana] 
165824 

LIB3177-094-P1-K1-F11 

BLASTX 

gl32102 

61 

9.0e-35 

78 

96 

RIBULOSE BISPHOSPHATE^ CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

165825 

LIB3177-094-P1-K1-F12 

BLASTX 

gl32090 

707 

5,0e-75 

135 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

165826 

LIB3177-094-P1-K1-F3 

BLASTX 

g2583134 

445 

3.0e-44 

83 

100 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165827 

LIB3177-094-P1-K1- 

BLASTX 

g2494175 

819 

5.0e-88 

160" 

98 



F4 



22295 



NCBI Description 



GLUTAMATE DECARBOXYLASE 2 (GAD 2) >gi_1184960 (U46665) 
glutamate decarboxylase 2 [Arabidopsis thaliana] 
>gi_1236619 {U49937) glutamate decarboxylase (Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165828 

LIB3177-094-P1-K1-F5 

BLASTX 

g2252825 

627 

2.0e-65 

119 

100 

(AF013293) Similar to transmembrane protein; coded for by 
A. thaliana cDNA H37637; coded for by A. thaliana cDNA 
T41850; coded for by A. thaliana cDNA T13717; coded for by 
A. thaliana cDNA T04371; coded for by A. thaliana cDNA 
T43789; coded 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165829 

LIB3177-094-P1-K1-F6 

BLASTX 

gll5767 

771 

2.0e-82 

146 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27 540__ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27 541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165830 

LIB3177-094-P1-K1-F7 

BLASTX 

gl657617 

585 

l.Oe-60 

117 

99 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF04 9236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 

165831 

LIB3177-094-P1-K1-F9 

BLASTX 

g3885511 

390 

7.0e-38 

99 

80 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



22296 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165832 

LIB3177-094-P1-K1-G1 

BLASTX 

g2501555 

528 

5.0e-54 

122 

78 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

165833 

LIB3177-094-P1-K1-G10 

BLASTX 

gl32110 

561 

6.0e-58 

105 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No! 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165834 

LIB3177-094-P1-K1-G11 

BLASTX 

g4587989 

651 

l.Oe-68 

114- 

98 

(AF085279) hypothetical Cys-3-His zinc finger protein 
[Arabidopsis thaliana] 

165835 

LIB3177-094-P1-K1-G12 

BLASTN 

g4589437 

457 

0;0e+00 

480 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 

165836 

LIB3177-094-P1-K1-G2 

BLASTX 

g4164473 

191 ' . 

l.Oe-14 

55 

69 



22297 



NCBI Description 



(AF061157) negatively light-regulated protein [Vernicia 
f ordii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165837 

LIB3177-094-P1-K1-G3 

BLASTX 

g4056494 

421 

l.Oe-41 

98 

84 

(AC005896) putative protein translocase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165838 

LIB3177-094-P1-K1-G4 

BLASTN 

g4678219 

183 

8.0e-99 

190 

99 

Arabidopsis thaliana chromosome II BAG F9C22 genomic 
sequence, complete sequence 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165839 

LIB3177-094-P1-K1-G5 

BLASTX 

g3885331 

367 

2.0e-35 

98 

68 

(AC005623) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165840 

LIB3177-094-P1-K1-G6 

BLASTX 

g2688824 

254 

6.0e-24 

88 

72 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165841 

LIB3177-094-P1-K1-G7 

BLASTX 

g2244990 

312 

6.0e-29 

116 

69 

(Z97340) similarity to LIM homeobox protein 
Caenorhabditis [Arabidopsis thaliana] 



22298 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165842 

LIB3177-094-P1-K1-G8 

BLASTX 

g4741952 

607 ^ - 

3.0e-63^ 

113 

74 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
165843 

LIB3177-094-P1-K1-G9 

BLASTX 

g2795803 

378 

l.Oe-36 

106 

68 

(AC003674) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] >gi_3355491 (AC004218) putative 
beta-1, 3-endoglucanase [Arabidopsis thaliana] 

165844 

LIB3177-094-P1-K1-H1 

BLASTN 

g4557061 

98 

8.0e-48 

252 

97 

Arabidopsis thaliana chromosome II BAC F23M2 genomic 
sequence, complete sequence 

165845 

LIB3177-094-P1-K1-H11 

BLASTX 

gl709825 

527 

6.0e-54 

115 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 {U32176) PSI-N [Arabidopsis thaliana] 

165846 

LIB3177-094-P1-K1-H12 

BLASTX 

gl362078 

391 

6.0e-38 

97 

73 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXGl) 
- common nasturtium >gi_311835_emb_CAA48324_ (X68254) 
cellulase [Tropaeolum majus] 



22299 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165847 

LIB3177-094-Pl-Kl^H2 

BLASTN 

g4662640 

353 

O.Oe+00 

374 

98 

Arabidopsis thaliana chromosome II BAG F15K19 genomic 
sequence, complete sequence 



9prr No 


J. O J O *s O 


Seq. ID 


LIB3177-094-P1-K1-H3 


Method 


BLASTX 


NGBI GI 


g3335366 


BLAST score 


306 


E value 


6.0e-28 


Match length 


115 


% identity 


47 


NCBI Description 


(AC003028) unknown prote. 


Seq. No. 


165849 


Seq. ID 


LIB3177-094-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl076366 


BLAST score 


738 


E value 


l.Oe-78 


Match length 


137 


% identity 


99 


NCBI Description 


peptidylprolyl isomerase 



thaliana >gi_460968 (U07276) peptidyl-prolyl cis-trans 
isomerase [Arabidopsis thaliana] >gi_992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165850 

LIB3177-094-P1-K1-H5 

BLASTX 

g4210334 

286 

l.Oe-25 

59 

93 

(AJ223804) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



E3 subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165851 

LIB3177-094-P1-K1-H6 

BLASTX 

g4678353 

678 

2.0e-71 

128 

98 

(AL04 9659) cysteine endopeptidase precursor-like protein 
[Arabidopsis thaliana] 



22300 



Sea No 


165852 


Seq, ID 


LIB3177-094-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


a4049350 


BLAST ^^rorp 




Fj v;^ Tup 




Mat'ph 1 pncft"h 


115 


% "i Hpnl" 1 1" v 

u 1 L> X jr 








Seo No 


1 65853 


Seq, ID 


LIB3177-094-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g4581084 


BLAST srorp 


257 


p. 1 IIP 
i-i V CI X Li C 


1 Op-142 


M^^It^H 1 pnrfhH 


J 




98 


LNWOX L^c: O ^X X^ L. XWl i 


A T*^ W 1 Hr^T~i ei e l-Hi^l nana 
nx ciJw'XUvm'^o X o Liicixxdiio 






Seq. No. 


165854 


Seq. ID 


LIB3177-095-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


504 


E value 


2.0e-51 


Match length 


98 


% identity 


98 



I BAC T30F21 genomic 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_enib_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165855 

LIB3177-095-P1-K1-A10 

BLASTN 

g4558521 

146 

l.Oe-76 

250 

98 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165856 

LIB3177-095-P1-K1-A11 

BLASTX 

g2160168 

471 

2.0e-47 

99 

88 



22301 



NCBI Description 



(AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb__X70652) . ESTs 
gb_T41853, gb_T76648 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


165857 


Seq. ID 


LIB3177-095-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2980771 


BLAST score 


481 


E value 


l.Oe-48 


Match length 


93 


% identity 


91 


NCBI Description 


(AL022198) chloroplast omega-6 fatty acid desaturase 




[Arabidopsis thaliana] 


Seq. No. 


165858 


Seq. ID 


LIB3177-095-P1-K1-A4 


Method 


BLASTX 


NCBI Gi 


g4490303 


BLAST score 


450 


E value 


4 .Oe-45 


Match length 


98 


% identity 


91 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No . 


165859 


Seq. ID 


LIB3177-095-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g4185120 


BLAST score 


139 


E value 


1 .Oe-72 


Match length 


166 


% identity 


49 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F5F19 sequence/ 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


165860 


Seq. ID 


LIB3177-095-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g4454022 


BLAST score 


39 


E value 


l.Oe-12 


Match length 


99 


% identity 


91 



(fad6) 



NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165861 

LIB3177-095-P1-K1-B1 

BLASTX 

gl769907 

4 64 

2.0e-46 
89 ■ 
97 

(X92975) xyloglucan endo-transglycosylase [Arabidopsis 



22302 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165862 

LIB3177-095-P1-K1-B10 

BLASTX 

gll5385 

153 

l.Oe-10 

35 

86 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165863 

LIB3177-095-P1-K1-B6 

BLASTN 

gll07482 

211 

l,0e-115 

242 

97 

A, thaliana mRNA for 30S ribosomal protein S13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165864 

LIB3177-095-P1-K1-C1 

BLASTX 

g2062158 

610 

l.Oe-63 

132 

47 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165865 

LIB3177-095-P1-K1-C10 

BLASTN 

g3510340 

301 

l.Oe-169 

354 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDNll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165866 

LIB3177-095-P1-K1-C11 

BLASTN 

g4220627 

90 

7.0e-43 

332 

8 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1/ complete sequence [Arabidopsis thaliana] 



22303 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165867 

LIB3177-095-P1-K1-C12 

BLASTX 

g2494174 

53 

9.0e-75 

146 

99 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



1 (GAD 1) >gi_497979 (U10034) 
(Arabidopsis thaliana] 



165868 

LIB3177-095-P1-K1-C2 

BLASTX 

gl071913 

4 62 

3.0e-46 

125 

70 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

165869 

LIB3177-095-P1-K1-C3 

BLASTX 

g3819710 

473 

l.Oe-47 

87 

99 

(AJ224161) delta-8 sphingolipid desaturase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165870 

LIB3177-095-P1-K1-C4 

BLASTN 

g3510340 

184 

3.0e-99 

233 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDNll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165871 

LIB3177-095-P1-K1-C5 

BLASTN 

g2244991 

66 

4 .Oe-29 

132 

96 

Arabidopsis thaliana DNA chromosome 4,. 
fragment No 



ESSA I contig 



Seq. No. 



165872 



22304 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3177-095-P1-K1-C9 

BLASTN 

gll67960 

38 

7.0e-12 

455 

22 

Arabidopsis thaliana extensin (atExtl) gene, complete cds 
165873 

LIB3177-095-P1-K1-D1 

BLASTX 

gl353163 

202 

5.0e-16 

67 

57 

HYPOTHETICAL 19.6 KD PROTEIN C23G10.2 IN CHROMOSOME III 
PRECURSOR >gi_1055071 (U39851) C23G10.2 gene product 
[Caenorhabditis elegans] 

165874 

LIB3177-095-P1-K1-D10 

BLASTX 

g445612 

387 

l.Oe-37 

86 

88 

ribosomal protein S19 [Solanum tuberosum] 
165875 

LIB3177-095-P1-K1-D11 

BLASTN 

g28326U 

275 

l.Oe-153 

308 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13C5 
(ESSAII project) 

165876 

LIB3177-095-P1-K1-D2 

BLASTX 

g4432863 

567 

l.Oe-58 

116 

99 

(AC006300) putative phosphate/phosphoenolpyruvate 
translocator protein [Arabidopsis thaliana] 

■ 165877 

LIB3177-095-P1-K1-D3 

BLASTX 

g4210334 



22305 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



179 

l.Oe-13 

63 

67 

(AJ223804) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



E3 subunit 



165878 

LIB3177-095-P1-K1-D4 

BLASTX 

gll70203 

432 

6.0e-43 

109 

81 

GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR (GLUTR) >gi_454359 
(U03774) glutamyl-tRNA reductase [Arabidopsis thaliana] 

165879 

LIB3177-095-P1-K1-D5 

BLASTN 

g4587641 

284 

l.Oe-159 

300 

99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

165880 

LIB3177-095-P1-K1-D6 

BLASTX 

gl32110 

377 

l.Oe-36 

79 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



165881 

LIB3177-095-P1-K1-D8 

BLASTN 

g4587641 

386 

O.Oe+00 

402 

99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

165882 

LIB3177-095-P1-K1-D9 



22306 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl737217 

195 

l.Oe-105 

270 

93 

Arabidopsis thaliana vacuolar sorting receptor homolog 
mRNA, complete cds 

165883 

LIB3177-095-P1-K1-E1 

BLASTX 

g2501188 

560 

l.Oe-57 

135 

85 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 

165884 

LIB3177-095-P1-K1-E10 

BLASTX. 

g2499811 ' 

566 

2.0e-58 

109 

98 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (U43326) profilin 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165885 

LIB3177-095- 
BLASTX 
g2119848 
646 

9.0e-68 

121 

99 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-E12 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 {AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI^GI 
BLAST score 
E value 
Match length 



165886 

LIB3177-095-P1-K1-E2 

BLASTN 

g3420043' 

237 

l.Oe-131 
279 



22307 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165887 

LIB3177-095-P1-K1-E3 

BLASTX 

gl709446 

468 

4.0e-47 
115 ^ 
90 

PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 

PRECURSOR (PDHEl-A) >gi_2117533_pir JC4358 pyruvate 

dehydrogenase (lipoamide) (EC 1.2.4.1) complex El alpha 
chain - Arabidopsis thaliana mitochondrion >gi_710400 

(U21214) pyruvate dehydrogenase El alpha subunit 

[Arabidopsis thaliana] 



Seq. No. 


1 c c: Q O Q 


beq. iu 


T TD'^I T? — OQI^—Dl — W"\ _T?/1 

JuXdjI/ / UjD irX r\l Jjfl 


Metnou 








BLAST score 


273 


E value 


lVOe-24 


Match length 


(in 


% Identity 


yu 


NCBI Description 


{Atio^izz} itnCDz protein LAraoiaopsis tnaiianaj 


beq. NO. 


1 ^ c; Q Q Q 


Seq. ID 


ttdtitt aqc^ m i<ri cc: 
LihSoi / / -Uyo-r l-i\l-hjO 




RT.A9TX 


NCBI GI 


g4582787 


BLAST score 


494 


E value 


4.0e-50 


Match length 


124 


% identity 


75 


NCBI Description 


(AJ012281) adenosine kinase [Zea mays] 


Seq. No. 


165890 


Seq. ID 


LIB3177-095-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g2760168 


BLAST score 


59 


E value 


9.0e-25 


Match length 


162 


% identity 


75 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MEE6, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165891 


Seq. ID 


LIB3177-095-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


g4159706 


BLAST score 


228 


E value 


l.Oe-125 


Match length 


263 



22308 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. * ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 

165892 

LIB3177-095-P1-K1-E9 

BLASTN 

g457403 

54 

4.0e-22 

88 

92 

Arabidopsis thaliana mRNA for MAP kinase, complete cds 
165893 

LIB3177-095-P1-K1-F1 

BLASTN 

g3738275 

271 

l.Oe-151 

435 

98 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165894 

LIB3177-095-P1-K1-F11 

BLASTX 

gll9975 

638 

7,0e-67 

145 

90 

FERREDOXIN PRECURSOR >gi_99692_pir SO 997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
[Arabidopsis thaliana] 



165895 

LIB3177-095-P1-K1-F12 

BLASTX 

g4755189 

417 

6.0e-41 

147 

57 

(AC007018) putative cytochrome 
165896 

LIB3177-095-P1-K1-F3 

BLASTX 

gll5783 

607 

3.0e-63 

115 

99 



P4 50 [Arabidopsis thaliana] 



22309 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No-. 


165897 


Seq. ID 


LIB3177-095 


Method 


BLASTN 


NCBI GI 


gl209241 


BLAST score 


114 


E value 


Z , Oe-57 


Match length 


230 


% identity 


87 


NCBI Description 


Arabidopsis 


Seq. No. 


165898 


Seq. ID 


LIB3177-095 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


646 


E value 


8 . Oe-68 


Match length 


127 


% identity 


98 


NCBI Description 


CHLOROPHYLL 


(CAB-14 0) (, 




chlorophyll 




thaliana] 


Seq. No. 


165899 


Seq. ID 


LIB3177-095- 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


56 


E value 


9.0e-41 


Match length 


105 


% identity 


85 



A-B BINDING PROTEIN OF LHCII 
.HCP) >gi_1637 6_emb_CAA27543_ 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



NCBI Description 60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165900 

LIB3177-095-P1-K1-F8 

BLASTN 

g4314354 

76 

2.0e-35 

79 

99 

Arabidopsis thaliana chromosome II BAC T9I22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165901 

LIB3177-095-P1-K1-F9 

BLASTX 

gl32074 

701 

3.0e-74 
133 



22310 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165902 

LIB3177-095-P1-K1-G10 

BLASTX 

g3953473 

625 

2.0e-65 

126 

100 

(AC002328) F2202.18 [Arabidopsis thaliana] 
165903 

LIB3177-095-P1-K1-G11 

BLASTX 

g4741960 

540 

2.0e-55 

102 

62 

(AF134130) Lhcb6" protein [Arabidopsis thaliana] 
165904 

LIB3177-095-Pl-Kr-G2 

BLASTX 

gl32074 

785 

4.0e-84 

147 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi__68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165905 

LIB3177-095-P1-K1-G4 

BLASTX 

gll5783 

654 

9.0e-69 

126 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb__CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165906 

LIB3177-095-P1-K1-G5 

BLASTX 

g4049341 

152 



22311 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-10 

58 

48 

{AL034567) putative protein [Arabidopsis thaliana] 
165907 

LIB3177-095-P1-K1-G6 

BLASTN 

g4455290 

57 

2.0e-23 

94 

66 

Arabidopsis thaliana DNA chromosome 4, BAG clone F18A5 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165908 

LIB3177-095-P1-K1-G7 

BLASTX 

g3869251 

297 

5.0e-27 

95 

64 

(U39287) ferredoxin-dependent glutamate synthase precursor 
[Arabidopsis thaliana] 

165909 

LIB3177-095-P1-K1-G8 

BLASTX 

gl20675 

43 

7.0e-49 

125 

89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_2114 3_emb_CAA2784 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

165910 

LIB3177-095-P1-K1-G9 

BLASTX 

g2462840 

605 

5.0e-63 

114 

99 

{AF000657) cytochrome C [Arabidopsis thaliana] 
165911 

LIB3177-095-P1-K1-H12 

BLASTX 

g4567207 

721 

l.Oe-76 



22312 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



135 
99 

{AC007168) unknown protein [Arabidopsis thaliana] 
165912 

LIB3177-095-P1-K1-H2 

BLASTN 

g3249094 

228 

l.Oe-125 

315 

99 

Arabidopsis thaliana chromosome 1 BAC T12M4 sequence, 
complete sequence [Arabidopsis thaliana] 

165913 

LIB3177-095-P1-K1-H4 

BLASTX 

gll4654 

46 

l.Oe-16 

55 

95 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_678 98_pir LWNTA H+-transporting ATP synthase (EC 

3. 6.1; 34) lipid-binding protein - common tobacco 
chloroplast >gi_11812_emb_CAA77343_ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_22434 7_prf 1102209A 

ATPase III,H translocating [Nicotiana sp.] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 



165914 

LIB3177-095-P1-K1-H5 

BLASTX 

g4755189 

381 

l.Oe-36 

138 

57 

(AC007018) putative cytochrome 



P450 [Arabidopsis thaliana] 



165915 

LIB3177-095-P1-K1-H6 

BLASTX 

gl350965 

551 

l.Oe-56 

108 

97 

40S RIBOSOMAL PROTEIN S23 (S12) 
165916 

LIB3177-095-P1-K1-H8 

BLASTX 

g99696 

246 



22313 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-21 

77 

66 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

165917 

LIB3177-095-P1-K1-H9 

BLASTX 

g282865 

354 

2.0e-38 

93 

87 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

165918 

LIB3177-096-P1-K1-A1 

BLASTX 

g2529665 

421 

l.Oe-41 

110 

79 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165919 

LIB3177-096-P1-K1-A10 

BLASTX 

g2764941 

478 

3.0e-48 

86 

99 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165920 

LIB3177-096-P1-K1-A12 

BLASTN 

g4587641 

212 

l.Oe-115 

372 

99 

Arabidopsis thaliana chromosome 



I BAC F20D21 genomic 



22314 



sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



165921 

LIB3177-096-P1-K1-A2 

BLASTX 

g3212869 

551 

7.0e-57 

108 

98 

(AC004005) unknown protein [Arabidopsis thaliana] 
165922 

LIB3177-096-P1-K1-A4 

BLASTX 

g2129600 

57 

l.Oe-68 

139 

99 

glutathione synthase (EC 6.3.2.3) 2 - Arabidopsis thaliana 
(fragment) >gi_1107503_emb_CAA90515_ (Z50153) glutathione 

synthetase [Arabidopsis thaliana] >gi_1585560_prf 2201360A 

glutathione synthetase [Arabidopsis thaliana]- 

165923 

LIB3177-096-P1-K1-A5 

BLASTX 

g2119846 

565 

2.0e-58 

107 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64 4 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (ACQ04077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165924 

LIB3177-096-P1-K1-A6 

BLASTX 

g2708740 

153 

6.0e-10 

140 

35 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
>gi_44 06824_gb_AAD20132_ (AC006201) hypothetical protein 
[Arabidopsis thaliana] 

165925 

LIB3177-096-P1-K1-A7 

BLASTN 

g4263762 



22315 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI *GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

4.0e-20 

75 

92 

Arabidopsis thaliana chromosome II BAC F17L24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165926 

LIB3177-096-P1-K1-A8 

BLASTX 

gll70159 

308 

3.0e-28 

62 

100 

HISTONE H2B 
165927 

LIB3177-096-P1-K1-A9 

BLASTN 

g2351071 

353 

O.Oe+00 

387 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 

165928 

LIB3177-096-P1-K1-B1 

BLASTX 

g4262250 

473 

l.Oe-47 

94 

100 

(AC006200) putative aldolase [Arabidopsis thaliana] 
165929 

LIB3177-096-P1-K1-B10 

BLASTX 

g2062161 

700 

4.0e-74 

132 

51 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165930 

LIB3177-096-P1-K1-B11 

BLASTX 

g4263525 

622 

5.0e-65 

143 

86 



^2316 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

165931 

LIB3177-096-P1-K1-B12 

BLASTX 

g3128228 

620 

9.0e-65 

125 

92 

(AC004077) putative ribosomal protein LISA [Arabidopsis- 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 


165932 


beq. iu 




Metnoa 


■O T TV c rpv 


NCBI GI 


g4 4 9o / 


oLlh,o 1 score 


t Dt5 


E value 


4 . ue-oZ 


Match length 


151 


% identity^ 




NCBI Description, 


(A£ii4/yD) ADP-ribosyiation factor 


Seq. No. 


165933 


Seq, ID 


LIB3177-096-P1-K1-B4 


Method 








djjAo i score 


byo 


E value 


z . ue- / o 


Match length 


1 JO 


% laentity 


y y 


LNL^DJ. uescnpuion 


PUT PlDODUVT T Zi — ia laTMnTMP DD/^TTTTM r\V 




\ V^riO 4 y \ ljn\^ IT } -^yJ- -LDD04D ^iXtDj-70±^ 




chlorophyll a/b binding protein [A] 


Seq. No. 


165934 


Seq. ID 


LIB3177-096-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3786324 


BLAST score 


436 


E value 


4.0e-43 


Match length 


147 


% identity 


54 


NCBI Description 


(AB015139) chlorophyll a oxygenase 




reinhardtii] 


Seq. No. 


165935 


Seq. ID 


LIB3177-096-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4097549 


BLAST score 


319 


E value 


2.0e-29 


Match length 


116 


% identity 


62 



I PRECURSOR 



NCBI Description (U64907) ATFP4 [Arabidopsis thaliana] 



22317 



oeq. NO. 




Seq. ID 


LIB3177-096-P1-KI-B7 


Method 


BLASTX 


NLni bl 


g J / 4 dUdz 


BLAST score 


"tl o o 


E value 


D . ue-oU 


Matcri lengtn 


yu 


% identity 


/ 1 


NCBI Description 


(ACUUbJll) nypotneticai prote. 


be<5* NO. 


1 DO -7 J / 


Seq. ID 


LIB3177-096-P1-K1-B8 


Method 


BLASTX 


NCBI (jI 


g^: 1 bU 1 bo 


BLAST score 


lob 


E value 


^ . Ue-lU 


Matcn lengun 


O D 


% identity 


A C 

4 b 


NCBI Description 


(ACUUUlo^) No derinition line 


Seq. No. 


1 C Q "3 O 

Ibbyoo 


Seq. ID 


LIB3177-096-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


go4zUUbU 


BLAST score 


r\ o 

608 


E value 


2 . Oe-63 


Match lengtn 


iiy 


% identity 


92 


NCBI Description 


(AC004doO) hypothetical prote 


beq. NO. 


1 bo y 


oeq. lu 


T 77-nQf^-P1 -Pfl -PI 1 
XjJLtD^± f / U-70 irJ. JaX ^-/JLX 


Method 


BLASTX 


NCBI GI 


gl363489 


BLAST .score 


700 


E value 


4.0e-74 


Match length 


128 


% identity 


100 


NCBI Description 


thioglucosidase (EC 3.2.3.1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



thaliana >gi_984052_einb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

165940 

LIB3177-096-P1-K1-C12 

BLASTX 

g4704730 

263 

7.0e-23 

125 

41 

{AF121355) peroxiredoxin TPxl [Arabidopsis thaliana] 
165941 

LIB3177-096-P1-K1-C2 

BLASTX 

g2407802 



22318 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Se<^';- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI; GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



426 

5.0e-42 

87 

100 

{Y12-576) histone H2B [Arabidopsis thaliana] 
165942 

LIB3177-096-P1-K1-C3 

BLASTX 

gll9975 

353 

8.0e-34 

75 

95 

^Fjgj^'pO^tlN* PRECURSOR >gi_99692_pir S09979 ferredoxin 

"t2Pe^2si precursor - Arabidopsis thaliana 
>gi_16437_einb_CAA35754_ {X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 {M35868) ferrodoxin A 
[Arabidopsis thaliana] 

165943 

LIB3177-096-P1-K1-C5 

BLASTX ■ 

g4572669 

514 

3.0e-52 

142 

67 

(AC006954) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165944 

LIB3177-096-P1-K1-C6 

BLASTN 

g4757399 

440 

O.Oe+00 , 

452 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE13, complete sequence 

165945 

LIB3177-096-P1-K1-C7 

BLASTN 

g4589440 

241 

l.Oe-133 

368 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSD21/ complete sequence 

165946 

LIB3177-096-P1-K1-C8 

BLASTN 

g4589440 



22319 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394 

O.Oe+00 

442 

96 

Arabidopsis t ha liana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 



165947 
LIB317 
BLASTX 
g45875 
212 

7.0e-l 

114 

42 

{AC007 
PF__000 

165948 
LIB317 
BLASTX 
g38920 
717 

4.0e-7 
142 - 
100 

(AC002 
protei 



7-096-P1-K1-C9 

13 

7 



060) Contains eukaryotic protein kinase domain 
69. [Arabidopsis thaliana] 



7-096-Pl-Kl-Dl 

48 

6 



330) putative .tryptophan synthase alpha 1-like 
n [Arabidopsis thaliana] 



165949 

LIB3177-096-P1-K1-D10 

BLASTX 

g2160183 

500 

l.Oe-50 

130 

78 

(AC000132) Identical to A 
protein (gb_X69137) 



thaliana U2 SnRNP-specif ic A' 
ESTs gb_ATTS0705, gb_ATTS0339 come 



from this gene. [Arabidopsis thaliana] 
165950 

LIB3177-096-P1-K1-D11 

BLASTX 

g4678354 

756 

l.Oe-80 

146 

99 

(AL049659) cysteine endopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165951 

^LIB3177-096-Pl-Kl-D12 
BLASTX 
g3193289 
646 



22320 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



9.0e-68 

150 

87 

(AF069298) similar to several small proteins (-100 aa) that 
are induced by heat, auxin, ethylene and wounding such as 
Phaseolus aureus indole-3-acetic acid induced protein ARG 
(SW: 32292) [Arabidopsis thaliana] 

165952 

LIB3177-096-P1-K1-D2 

BLASTX 

gll45697 

490 

2.0e-64 

133 

60 

(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 

165953 

LIB3177-096-P1-K1-D3 

BLASTN 

g2852453 

260 

l.Oe-144 

281 

98 

Arabidopsis thaliana gene for cystathionine gamma-synthase, 
complete cds 

165954 

LIB3177-096-P1-K1-D4 

BLASTX 

g4006934 

636 

l.Oe-66 

120 

99 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
165955 

LIB3177-096-P1-K1-D5 

BLASTX 

g4587515 

614 

5.0e-64 

151 

77 

(AC007060) EST gb_Z37678 comes from this gene. [Arabidopsis 
thaliana] 

165956 

LIB3177-096-P1-K1-D6 

BLASTN 

g3869069 

214 

l.Oe-117 



22321 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



413 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

165957 

LIB3177-096-P1-K1-D9 

BLASTN 

g4263774 

233 

l.Oe-128 

312 

99 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165958 

LIB3177-096-P1-K1-E10 

BLASTN 

g3805755 

215 

l.Oe-117 

259 

96 

Arabidopsis thaliana chromosome II BAC 'T25N22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165959 

LIB3177-096-P1-K1-E12 

BLASTX 

gl883006 

409 

5.0e-40 

129 

23 

{Y11483) jasmonate inducible protein [Brassica napus] 
165960 

LIB3177-096-P1-K1-E2 

BLASTN 

g3046849 

183 

2.0e-98 
'456 
50 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K18L3, complete sequence [Arabidopsis thaliana] 

165961 

LIB3177-096-P1-K1-E4 

BLASTX 

g4585995 

229 

4.0e-19 

60 

78 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 



22322 



Seq. No. 

Seq". ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165962 

LIB3177-096-P1-K1-E5 

BLASTX 

g4538963 

67 , 

5.0e-63 

143 

69 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . l_Ari34129_l 
(AF134129) LhcbS protein [Arabidopsis thaliana] 

165963 

LIB3177-096-P1-K1-E6 

BLASTN 

g3608126 

230 

l.Oe-126 

412 

100 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165964 

LIB3177-096-P1-K1-E7 

BLASTX 

g232033 

184 

l.Oe-13 

58 

64 

ELONGATION FACTOR 1 BETA* >gi_4 7 9830_pir S35501 

translation elongation factor eEF-1 beta' chain - wheat 
>gi_218341_dbj_BAA02436_ {D13147) elongation factor 1 beta' 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165965 

LIB3177-096-P1-K1-E8 

BLASTX 

g232033 

194 

8.0e-15 

58 

66 

ELONGATION FACTOR 1 BETA' >gi_47 9830_pir S35501 

translation elongation factor eEF-1 beta' chain - wheat 
>gi_218341_dbj_BAA02436_ (D13147) elongation factor 1 beta' 
[Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165966 

LIB3177-096-P1-K1-E9 

BLASTX 

g4835233 

413 

l.Oe-40 
92 



22323 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

165967 

LIB3177-096-P1-K1-F10 

BLASTX 

g4115918 

254 

5.0e-22 

58 

84 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 

165968 

LIB3177-096-P1-K1-F11 

BLASTN 

g3293583 

32 

3.0e-08 

171 

87 

Arabidopsis thaliana BAC f27D20 



^ Seq. No, 165969 

2 Seq. ID LIB3177-096-P1-K1-F2 

U Method BLASTN 

H= NCBI GI g2708736 . 

g=i BLAST score 416 

E value O.Oe+00 

Match length 4 39 

^ % identity 99 

l=J NCBI Description Arabidopsis thaliana BAC T13L16 from chromosome II, near 33 

cM, complete sequence [Arabidopsis thaliana] 

Seq. No. 165970 

Seq. ID LIB3177-096-P1-K1-F3 

^ Method BLASTX 

NCBI GI g4454037 

BLAST score 701 

E value 3.0e-74 

Match length 128 

% identity 100 

NCBI Description (AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165971 

LIB3177-096-P1-K1-F5 

BLASTX 

g294845 

299 

3.0e-27 

131 

44 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



22324 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165972 

LIB3177-096-P1-K1-F6 

BLASTX 

gll75011 

507 

l.Oe-51 

98 

99 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_emb_CAA48356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 

165973 

LIB3177-096-P1-K1-F7 

BLASTX 

gll9143 

208 

8.0e-17 

88 

53 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34 453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

165974 

LIB3177-096-P1-K1-F8 

BLASTX 

g99688 

428 

3.0e-42 

141 

65 

translation elongation factor eEF-1 alpha chain (gene A4 ) - 
Arabidopsis thaliana >gi_295789_emb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

165975 

LIB3177-096-P1-K1-F9 

BLASTX 

gl592681 

486 

5.0e-49 

97 

98 

(X91917) LEA D113 homologue type2 [Arabidopsis thaliana] 
>gi_3668076 (AC004667) LEA D113 type2 protein [Arabidopsis" 
thaliana] 



22325 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



165976 

LIB3177-096-P1-K1-G1 

BLASTN 

g246255 

65 

5.0e-28 

158 

90 

Bcg4-4=acyl carrier protein [Brassica rapa. Genomic, 3898 
nt] 

165977 

LIB3177-096-P1-K1-G10 

BLASTX 

g4835233 

727 

3.0e-77 

142 

99 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

165978 

LIB3177-096-P1-K1-G11 

BLASTN 

g4371278 

325 

O.Oe+00 

442 

100 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165979 

LIB3177-096-P1-K1-G12 

BLASTN 

g4586098 

254 

l.Oe-141 

383 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 
(ESSA project) 

165980 

LIB3177-096-P1-K1-G2 
BLASTX ■ 
g4322346 
183 

2.0e-13 

67 

45 

{AF081825) sodium-dependent high-affinity dicarboxylate 
transporter [Rattus norvegicus] 

165981 

LIB3177-096-P1-K1-G3 



22326 



Method BLASTN 

NCBI GI g4757405 

BLAST score 14 7 

E value 6.0e-77 

Match length 398 

% identity 99 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MOJIO, complete sequence 



Seq. No. ' 165982 

Seq. ID LIB3177-096-P1-K1-G4 

Method BLASTX 

NCBI GI g4835235 

BLAST score 241 

E value 3.0e-20 

Match length 102 

% identity 4 3 

NCBI Description (AL04 9862) putative protein [Arabidopsis thaliana] 

Seq. No. 165983 

Seq. ID LIB3177-096-P1-K1-G5 

Method BLASTN 

NCBI GI g2244747 

BLAST score 431 ' 

E value O.Oe+00 

Match length 443 

% identity 99 

NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

Seq. No. 165984 

Seq. ID LIB3177-096-P1-K1-G6 

Method BLASTX 

NCBI GI g26i5839 

BLAST score 142 

E value 2.0e-10 

Match length 62 

% identity 63 



NCBI Description*; PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX ALPHA SUBUNIT) (TAS-G64) >gi_4787 64_pir S29240 

multicatalytic endopeptidase complex (EC 3.4.99.4 6) alph^ 
chain - Arabidopsis thaliana >gi_16445_emb_CAA47298_ 

(X66825) proteosome alpha subunit [Arabidopsis thaliana] 
>gi_3421080 (AF043522) 20S proteasome subunit PADl 

[Arabidopsis thaliana] >gi_742351_prf 2009376B 

proteasome: SUBUNIT=alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165985 

LIB3177-096-P1-K1-G7 

BLASTX 

g99696 

517 

9.0e-53 

108 

95 

glutamate — ammonia 
chloroplast (clone 



ligase (EC 6.3. 
lambdaAtgsil) - 



1.2) precursor, 
Arabidopsis thaliana 



22327 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



>gi_240070_bbs_69728 {S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 430 

aa] [Arabidopsis thalianaj >gi__228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

. 165986 . ' 

LIB3177-096-P1-K1-G8 
BLASTX 
g99696 
643 

2.0e-67 

131 

96 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 4 30 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

165987 

LIB3177-096-P1-K1-G9 

BLASTN 

g2264310 

208 

l.Oe-113 

440 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKPll, complete sequence [Arabidopsis thaliana] 

165988 

LIB3177-096-P1-K1-H1 

BLASTX 

g2911044 

602 

l.Oe-62 

114 

99 

(AL021961) putative protein [Arabidopsis thaliana] 
165989 

LIB3177-096-P1-K1-H11 

BLASTX 

g232033 

152 

7.0e-10 

38 

74 

ELONGATION FACTOR 1 BETA' >gi_479830_pir S35501 

translation elongation factor eEF-1 beta' chain - wheat 
>gi_218341_dbj_BAA024 36_ (D13147) elongation factor 1 beta 
[Triticum aestivum] 

165990 

LIB3177-096-P1-K1-H12 
BLASTX 



22328 ^ 



NCBI GI 


g2213600 


BLAST score 


335 


E value 


3.0e-31 


Match lpna1"h 


101 


% identity 


40 


NCBI Description 


fAC000348) T7N9 20 FArabidonsiq thali^nsl 


Seq. No. 


165991 


Seq. ID 


LIB3177-096-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


all76658 


BLAST score 


244 


E value 


l.Oe-20 


Match length 


76 


% 1 Hpnt i t V 


63 


NCRT np«;r r int ion 


HYPOTHETICAL 200 6 KD PROTEIN R0??8 9 TN PHROMO'^OMF TT 




>ai 726363 (U23168) No definition line found 




r Caenorhabdit is eleaansl 


Seq. No. 


165992 


Seq. ID 


LIB3177-096-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4741952 


RTiAST score 


686 


P. * v;=^ 1 1 1 p 


2 . Oe-72 


M^^'hr'H Ipnrrth 


134 


% 1 ripnt 1 t V 


67 


NPRT Dp s CT" "i r>t 1 on 




Seq. No. 


165993 


Sea ID 


LIB3177-096-P1-K1-H4 


Mpt hoH 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


629 


E value 


8.0e-66 


Match length 


120 


% 1 dpn t "i t V 


98 


NCBI Descriotion 


CHLOROPHYLL A-B BINDING PROTEIN OF T.HPTT TYPF T PRFPtlRSOR 

^>-r 11 XIS^X\>^ X 1 1 X XJXJ ri, XJ LJ X l^ Xy X in X 1\W X XJ X \J L. XJil XX XXX ill X X X\i_J\.<' \J x\o v,/x\ 




fCAB-1401 fLHCPi >ai 16376 emb CAA27543 fX03909^ 




chloroohvll a/b bindina nrotpin fTiHCP AR 140^ f ATabi HnnsH < 

*^l IX X \^ 1 Jf X X U / Xy X l It^X 1 1^ ^ X ^-Z O ^ X 1 1 \ XJIIN.^ X X^XJ X ^ / ^ Z^X O.Jlw' X K-/ O X 1 




t ha 1 i ana 1 


Seq. No. 


165994 


Sea. ID 


LIB3177-096-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g4757400 


BLAST score 


48 


E value 


4 .Oe-18 


Match length 


83 


% identitv 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3/ PI clone: 




MFJ20, complete sequence 


Seq. No. 


165995 


Seq. ID 


LIB3177-096-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4827253 



22329 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

3.0e-10 

35 

83 

(AB027002) plastidic aldolase [Nicotiana paniculata] 
165996 

LIB3177-096-P1-K1-H8 

BLASTX 

gl781348 

154 

3.0e-10 

35 
83 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165997 

LIB3177-096-P1-K1-H9 

BLASTX 

gl32110 

666 

4.0e-70 
122 

r.99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165998 

LIB3177-097-P1-K1-A1 

BLASTX 

gll69201 

239 

l.Oe-27 

98 

65 

DNA- DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830__pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

165999 

LIB3177-097-P1-K1-A10 

BLASTX 

gll69476 

645 

l.Oe-67 

123 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 



166000 



22330 



Seq. ID 

Method 

NCBI GI 

BLAST* score 

E value. 

Match length 

% identity 

NCBI Description^- 



LIB3177-097-P1-K1-A11 

BLASTX 

g2501188 

692 

4.06-73 
155 

-90 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 



Sea No 


166001 

A V V W V J- 


Seq. ID 


LIB317 7-097 -P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g2191126 


BLAST score 


77 


Hi V CI X Ll~ 


3 Oe-35 




173 




O \J 




Arabidonsi^; thaliana BAG TG002N01 




X \}\J\J \J 


Seq. ID 


LIB3177-097-P1-K1-A2 


L ie L. 1 l^^V^ 


oxi.r\o X /\ 


NCBI GI 


a3273743 


BLAST score 


610 


E value r 


2.0e-63 




118 

X X u 




99 


LNV^IjX L/C O I— X X^ L. X Wii 


^/^£ \J -J 1 ~J -J f f XX^XU L-XdiloXCX ^Xt^L-OXil 




thaliana! >ai 3786019 (AC005499) i 




r Ayabi doos i "hhal "ianal 

nx cix/x vuv^^o X o I— iiCiJ — lciiici j 


Seq. No. 


166003 


Seq. ID 


LIB3177-097-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4689386 


BLAST score ' 


406 


E, value 


7.0e-40 


Match length 


88 


% identity 


86 


NCBI Description 


(AF139468) photosystem I reaction 




radiata] 


Seq, No. 


166004 


Seq. ID 


LIB3177-097-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl20667 


BLAST score 


537 


E value 


6.0e-55 


Match length 


137 


% identity 


78 



NCBI Description 



GLYCERALDEHYDE 
>gi_81622_pir_ 



3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
_JQ1287 glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 



22331 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

166005 

LIB3177-097-P1-K1-A5 

BLASTX 

g3413700 

620 

9.0e-65 

145 

87 

(AC004747) putative YMEl protein [Arabidopsis thaliana] 
166006 

LIB3177-097-P1-K1-A6 

BLASTX 

gl32110 

668 

2.0e-70 

124 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUB.UNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166007 

LIB3177-097-P1-K1-A8 

BLASTX 

g3885511 

473 

2.0e-47 

115 

82 

(AF084200) similar to PSI-K subunit of photosystem I 
barley [Medicago sativa] 



from 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166008 

LIB3177-097-P1-K1-A9 

BLASTN 

g3510336 

314 

l.Oe-176 

457 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

166009 

LIB3177-097-Pl-Kl~Bl 

BLASTN 

g3883125 

406 

O.Oe+00 
461 



22332 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Arabidopsis thaliana arabinogalactan-protein (AGP4) mRNA, 
complete cds 

166010 

LIB3177-097-P1-K1-B10 - • 

BLASTX 

gl709534 

573 

3.0e-59 

135 

85 

DELTA l-PYRROLINE-S-CARBOXYLATE SYNTHETASE A (P5CS A) 
[CONTAINS: GLUTAMATE 5-KINASE (GAMMA- GLUTAMYL KINASE) (GK) 
GAMMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
{GLUTAMATE-5-SEMIALDEHYDE DEHYDROGENASE) 

(GLUTAMYL-GAMMA-SEMIALDE. . . >gi_2129572_pir S66637 

delta-l-pyrroline-5-carboxylate synthetase - Arabidopsis 
thaliana >gi_829100_emb_CAA60740_ (X87330) 
pyrroline~5-carboxylate synthetase [Arabidopsis thaliana] 
>gi_870866_einb_CAA6044 6_ (X86777) pyrroline-5-carboxylate 
synthetase A [Arabidopsis thaliana] 

>gi_1041248_emb__CAA61593_ (X89414) pyrroline-5-carboxylate 
synthase [Arabidopsis thaliana] >gi_2642162 (AC003000) 
delta-l-pyrrolirie 5-carboxylase synthetase, P5C1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166011 

LIB3177-097-P1-K1-B11 

BLASTX 

g4455198 

737 

2.0e-78 

143 

100 

(AL035440) putative protein [Arabidopsis thaliana] 
166012 

LIB3177-097-P1-K1-B12 

BLASTX 

g3288821 

630 

7.0e-66 

139 

88 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1__AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

166013 

LIB3177-097-P1-K1-B2 

BLASTN 

g2245377 

477 

O.Oe+00 
477 



22333 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana auxin response factor 1 (ARFl) mRNA, 
complete cds 

166014 

LIB3177-097-P1-K1-B3 

BLASTN 

g4510360 

33 

7.0e-09 

65 

88 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

166015 

LIB3177-097-P1-K1-B4 

BLASTX 

g2827559 

265 

5.0e-23 

67 

79 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798_ (AL031018) putative protein 
[Arabidopsis thaliana] 



166016 

LIB3177-097-P1-K1-B6 

BLASTX 

g2695703 

634 

2.0e-66 

149 

81 

(Y10555) CdNSTANS [Arabidopsis thaliana] 
>gi_2695705_emb_CAA71588_ (Y10556) CONSTANS 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



166017 

LIB3177-097-P1-K1-B8 

BLASTX 

gl32110 

662 

l.Oe-69 

127 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir_RKMUB3 
ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
{X14 564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

166018 

LIB3177-097-P1-K1-B9 
BLASTN 



22334 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3985932 
134 

3.0e-69 

354 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K22J17, complete sequence [Arabidopsis thaliana] 

166019 

LIB3177-097-P1-K1-C1 

BLASTN 

g259446 

147 

5.0e-77 

168 

100 

glycine-rich protein 
C24, mRNA, 680 nt] 



{clone atGRP-3} [Arabidopsis thaliana, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCPI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



166020 

LIB3177-097-P1-K1-C11 

BLASTX 

gll3024 

712 

2.0e-75 

136 

99 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE ) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

166021 

LIB3177-097-P1-K1-C12 

BLASTX 

gll71993 

654 

8.0e-69 

128 

98 

PHENYLALANINE AMMONIA-LYASE 2 >gi_107 6370_pir S52991 

phenylalanine ammonia-lyase (EC 4.3.1.5) - Arabidopsis 
thaliana >gi_497421 (L33678) phenylalanine ammonia lyase 
[Arabidopsis thaliana] 

166022 

LIB3177-097-P1-K1-C2 

BLASTX 

g2342687 

800 

8.0e-86 

154 

98 

(AC000106) Similar to Beta integral membrane protein 
(gb_U4 3629 ). EST gb_W43122 comes from this gene. 
[Arabidopsis thaliana] 

166023 

LIB3177-097-P1-K1-C6 



22335 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4507433 

240 

4.0e-20 

129 

42 

testis enhanced gene transcript 

>gi_1729891_sp_P55061_TEGT_HUMAN TEGT PROTEIN (TESTIS 

ENHANCED GENE TRANSCRIPT) >gi_2136254_pir 138334 TEGT 

{testis enhanced gene transcript) - human 
>gi_458545_emb_CAA53472_ (X75861) TEGT [Homo sapiens] 

166024 

LIB3177-097-P1-K1-C7 

BLASTX 

g4567208 

192 

2.0e-14 

81 

56 

(AC007168) unknown protein [Arabidopsis thaliana] 

. 166025 
LIB3177-097-P1-K1-C8 
BLASTX 
g2245110 
274 

3.0e-24 

54 

100 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
166026 

LIB3177-097-P1-K1-C9 

BLASTX 

g2119846 

408 

5.0e-40 . - 

80 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
phot ©system II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

166027 

LIB3177-097-P1-K1-D1 

BLASTN 

g3492855 

355 

O.Oe+00 

395 

97 

Genomic sequence for Arabidopsis thaliana BAG F20N2, 



22336 



complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166028 

LIB3177-097-P1-K1-D10 

BLASTX 

g3046703 

201 

5.0e-18 

56 

86 

(AL021749) protein kinase ADKl-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166029 

LIB3177-097-P1-K1-D11 

BLASTN 

g3228389 

259 

l.Oe-143 

447 

98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

166030 

LIB3177-097-P1-K1-D12 

BLASTX 

g2829899 

449 

l.Oe-44 

145 

58 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 

166031 

LIB3177-097-P1-K1-D2 

BLASTN 

g4309683 

460 

O.Oe+00 

480 

99 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

166032 

LIB3177-097-P1-K1-D3 

BLASTX 

g3893081 

652 

2.0e-68 

157 

77 

(AJ012747) MLHl protein [Arabidopsis thaliana] 



22337 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166033 

LIB3177-097-P1-K1-D4 

BLASTX 

gll9143 

711 

2.0e-75 

140 

98 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34 453 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34 454_ {X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 4 55_ 
(XI 6431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 {U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value' 
Match length 
% identity 
NCBI Description 



166034 

LIB3177-097-P1-K1-D6 

BLASTX 

g3522954 

572 

4.0e-59 

137 

82 

(AC004411) IAA20 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166035 

LIB3177-097-P1-K1-D7 

BLASTX 

gll9975 

505 

2.0e-51 

118 

88 

FERREDOXIN PRECURSOR >gi_99692_pir S0997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M358 68) ferrodoxin A 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166036 

LIB3177-097-P1-K1-D8 

BLASTX 

g2119846 

615 

3.0e-64 

118 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 



22338 



chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



166037 

LIB3177-097-P1-K1-D9 

BLASTX 

g4467137 

332 

4.0e-32 

149 

45 

{AL035540) putative protein [Arabidopsis thaliana] 
166038 

LIB3177-097-P1-K1-E1 

BLASTX 

gll5470 

380 

l.Oe-36 

143 

57 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] ... 

166039 

LIB3177-097-P1-K1-E10 

BLASTX 

gl076708 

587 

7.0e-61 

120 

27 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine" max] 
>gi_556688_emb_CAA84 4 40_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 

166040 

LIB3177-097-P1-K1-E11 

BLASTX 

g3915826 

650 

3. Oe-68 

152 

82 

60S RIBOSOMAL PROTEIN L5 
166041 

LIB3177-097-P1-K1-E12 
BLASTX 



22339 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll45699 
546 

4.0e-56 

111 

99 

(U39486) delta tonoplast integral protein [Ara'bidopsis 
thaliana] 

166042 

LIB3177-097-P1-K1-E2 

BLASTX 

g4263525 

574 

2.0e-59 

135 

84 

(AC004 04 4) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 



Seq. No. 


166043 


Seq. ID 


LIB3177-097 


Method 


BLASTX 


NCBI GI 


g4160280 


BLAST score 


313 


E value 


9.0e-29 


Match length 


95 


% identity 


61 


NCBI Description 


(AJ006224) ] 


Seq. No. 


166044 


Seq. ID 


LIB3177-097- 


Method 


BLASTN 


NCBI GI 


g4263774 


BLAST score 


189 


E value 


l.Oe-102 


Match length 


475 


% identity 


98 


NCBI Description 


Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



aliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166045 

LIB3177-097-P1-K1-E7 

BLASTX 

gl00525 

624 

3.0e-65 

135 

25 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb_CAA40323_ (X57003) polyubiquitin protein 
[Helianthus annuus] 

166046 

LIB3177-097-P1-K1-E8 

BLASTX 

gl363489 

630 



22340 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



6.0e-66 

115 

100 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_einb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

166047 

LIB3177-097-P1-K1-E9 

BLASTX 

gl66834 

445 

3.0e-44 

103 

87 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
actxvase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

166048 

LIB3177-097-P1-K1-F1 
BLASTX 
g2191138 
421 
"2.0e-41 
92 
93 

(AF007269) 
thaliana] 



A_IG002N01.18 gene product [Arabidopsis 



166049 

LIB3177-097-P1-K1-F10 

BLASTX 

gl762584 

744 

3.0e-79 

144 

74 

(U63373) polygalacturonase isoenzyme 1 beta subunit homoloq 
[Arabidopsis thaliana] ^ 

166050 

LIB3177-097-P1-K1-F11 

BLASTX 

g2244759 

588 

5.0e-61 

125 

88 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
166051 

LIB3177-097-P1-K1-F12 

BLASTX 

g4587564 

727 

3.0e-77 



22341 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152 
91 

(AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb_R30423, gb_T42998, gb Z18178, gb T14133, 
gb_N65521, gb_T42498, gb_T41918/ gb_N38024 

166052 

LIB3177-097-P1-K1-F2 

BLASTX 

g2529663 

618 

l.Oe-64 

125 

98 

{AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

166053 

LIB3177-097-P1-K1-F3 

BLASTX 

g2529663 

482 

8.0e-55 

135 

84 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (ACQ05309) putative lysophospholipase 
[Arabidopsis thaliana] 



166054 

LIB3177-097-P1-K1-F4 

BLASTX 

g3182982 

68 

5. 6e+00 

105 

87 

CELL ELONGATION PROTEIN DIMINUTO (CELL ELONGATION PROTEIN 
DWARFl) >gi_602302 (L38520) diminuto [Arabidopsis thaliana] 

166055 

LIB3177-097-P1-K1-F5 

BLASTX 

g3980383 

440 

l.Oe-43 

83 

100 

(AC004561) unknown protein [Arabidopsis thaliana] 
166056 

LIB3177-097-P1-K1-F7 

BLASTN 

g2062153 

36 



22342 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-10 

36 

100 

Arabidopsis thaliana chromosome III BAG T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 





166057 

JL \J \J \J tJ t 




LIB3177-097-P1-K1-F8 


Meal" hoH 


BLA^TX 


IN ^ O X OX 


o373a?<51 

f ,J\J £. ^ ±. 


BLAST score 


470 


E value 


4 . Oe-47 


Match length 


117 


% identity 


83 


NCBI Description 


(AG005309) unknown protein [Arabidopsis 


Seq. No. 


166058 


Seq. ID 


LIB3177-097-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl32102 


BLAST score 


692 


E value 


3.0e-73 


Match ..length 


134 


% identity- 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value" 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 

(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

166059 

LIB3177-097-P1-K1-G1 

BLASTX 

gll3617 

644 

2.0e-67 

128 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68199_pir ^ADMU f ructose-bisphosphate aldolase (EC 

4.1.2.13) - Arabidopsis thaliana >gi_16284_emb_CAA37226_ 
(X53058) fructose 1, 6-diphosphate aldolase [Arabidopsis 
thaliana] 

166060 

LIB3177-097-P1-K1-G10 

BLASTX 

g4567268 

456 

l.Oe-45 

102 

96 

(AC006841) putative fructose biphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 



166061 



223^3 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq! ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3177-097-P1-K1-G11 

BLASTX 

gll45699 

511 

3.0e-52 

104 

98 

(U39486) delta tonoplast integral protein [Arabidopsis 
thaliana] 

166062 

LIB3177-097-P1-K1-G12 

BLASTX 

g2119846 

260 

4 .Oe-23 

51 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_einb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosysten 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (A'C004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

166063 

LIB3177-097-P1-K1-G2 

BLASTX 

gll4591 

643 

2.0e-67 

132 
98 

ATP SYNTHASE EPSILON CHAIN >gi_81663_pir S01903 

H+-transporting ATP synthase (EC 3.6.1.34) epsilon chain 
Arabidopsis thaliana chloroplast >gi_11334_emb_CAA31381_ 
(X12889) Cfl ATPase epsilon subunit (AA 1 - 132) 
[Arabidopsis thaliana] 

166064 

LIB3177-097-P1-K1-G3 

BLASTN 

g2739359 

171 

2.0e-91 

178 

99 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166065 

LIB3177-097-P1-K1-G5 

BLASTX 

g3122724 

184 

6.0e-14 



22344 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50 
76 

60S RIBOSOMAL PROTEIN L38 >gi_2289009 {AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 

166066 

LIB3177-097-P1-K1-G6 

BLASTX 

g3913379 

479 

2.0e-48 

98 

91 

CRYPTOCHROME 2 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 
>gi_1857038 (U43397) cryptochrome 2 apoprotein [Arabidopsis 
thaliana] 

166067 

LIB3177-097-P1-K1-G8 

BLASTX 

g4572671 

206 

3.0e-16 

104 

41 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

166068 

LIB3177-097-P1-K1-G9 

BLASTX 

g2853090 

344 

l,0e-32 

70 

100 

(AL0217 68) small GTP-binding protein-like [Arabidopsis 
thaliana] 

166069 

LIB3177-097-P1-K1-H10 

BLASTX 

g4490737 

525 

l.Oe-53 

118 

88 

{AL035708) putative protein [Arabidopsis thaliana] 
166070 

LIB3177-097-P1-K1-H11 

BLASTN 

g2335089 

235 

l.Oe-129 

302 

99 



22345 



NCBI Description Arabidopsis thaliana chromosome II BAG T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166071 

LIB3177-097-P1-K1-H12 

BLASTX 

g2119846 

435 

2.0e-43 

83 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90__ {X64 4 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

166072 

LIB3177-097-P1-K1-H2 

BLASTN 

g3046856 

405 ' 

O.Oe+00 

441 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 



166073 

LIB3177-097 

BLASTX 

g2119848 

668 

2,0e-70 

126 

98 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-H3 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4578 9_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



166074 

LIB3177-097-P1-K1-H4 

BLASTX 

g4455336 

721 

l.Oe-76 

142 

96 

{AL035525) pectinesterase-like protein [Arabidopsis 
thaliana] 



22346 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166075 

LIB3177-097-P1-K1-H5 

BLASTX 

gl363489 

563 

3.0e-58 

104 

98 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



166076 

LIB3177-097-P1-K1-H7 

BLASTX 

g3560243 

236 

2.0e-23 

144 

47 

{AL031532) putative hydrolase 



[Schizosaccharomyces poxnbe] 



166077 

LIB3177-097-P1-K1-H8 

BLASTX 

g4249379 

7 33 

5.0e-78 

146 

69 

(AC005966) Strong similarity to gb_X82030 chloroplast RNA 
binding protein (RNPl) from Phaseolus vulgaris. 
[Arabidopsis thaliana] 

166078 

LIB3177-097-P1-K1-H9 

BLASTN 

g2760316 

315 

l.Oe-177 
4 60 
100 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

166079 

LIB3177-098-P1-K1-A1 

BLASTX 

g584794 

527 

7.0e-54 

135 

81 

PLASMA MEMBRANE ATPASE 1 (PROTON PUMP) 

>gi_282953_pir ^A41779 H+"transporting ATPase (EC 3.6.1.35) 

- curled-leaved tobacco >gi_170289 (M804 89) plasma membrane 



22347 



H+ ATPase [Nicotiana plumbagini folia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166080 

LIB3177-098-P1-K1-A10 

BLASTX 

g421826 

523 

2.0e-53 

123 

80 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

166081 

LIB3177-098-P1-K1-A11 

BLASTX 

g2388578 

562 

4.0e-58 

114 

99 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) . ESTs 
gb_T75785,gb_R30580,gb_T04 698 come from this gene. 
[Arabidopsis thaliana] 

166082 

LIB3177-098-P1-K1-A12 

BLASTX 

gl32102 

710 

3.0e-75 

136 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

166083 

LIB3177-098-P1-K1-A2 

BLASTX 

g3335378 

299 

4.0e-27 

66 

83 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq.' No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166084 

LIB3177-098-P1-K1-A3- 

BLASTX 

g2335100 

789 



22348 



E value 
Match length 
% identity 
NCBI Description 

Se.q. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-84 

152 

97 

(AC002339) unknown protein [Arabidopsis thaliana] 
166085 

LIB3177-098-P17K1-A5 

BLASTX 

g417148 

422 

2.0e-41 

144 

56 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

(G2-4) >gi_99912_pir ^A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 

166086 

LIB3177-098-P1-K1-A6 

BLASTX 

g3122753 

539 

3.0e-55 

104 

95 

60S RIBOSOMAL PROTEIN L44 >gi_2244789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 

166087 

LIB3177-098-P1-K1-A7 

BLASTX 

g3885511 

504 

4.0e-51 

127 

80 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

166088 

LIB3177-098-P1-K1-B10 

BLASTX 

g4454036 

754 

2.0e-80 

139 

99 

(AL035394; 
thaliana] 



putative major latex protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166089 

LIB3177-098-P1-K1-B11 

BLASTX 

gl076287 

570 

6.0e-59 
130 



22349 



% identity 85 

NCBI Description amine acid permease - Arabidopsis thaliana 

>gi_510236__emb_CAA50672_ (X71787) amine acid permease 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166090 
-LIB3177-098-P1-K1-B12 
BLASTX 
g4218123 
165 

2.0e-31 

95 

82 

(AL035353) photosystem 
[Arabidopsis thaliana] 



I subunit PSI-E-liJce protein 



166091 

LIB3177-098-P1-K1-B2 

BLASTX 

g4106388 

249 

3.0e-21 
154 
4 4 

{AF074849) unknown [Arabidopsis thaliana] 
166092 

LIB3177-098-P1-K1-B5 

BLASTX 

g2651314 

384 

5.0e-37 

110 

70 

(AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 

166093 

LIB3177-098-P1-K1-36 

BLASTN 

g3355463 

66 

l.Oe-28 

134 

87 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166094 

LIB3177-098-P1-K1-B7 

BLASTX 

g266463 

644 

l.Oe-67 

137 

91 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR {BETA-IPM 



22350 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_82259__pir_S25670 
3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor - 
potato >gi_22643^emb_CAA47720_ (X67310) 3-isopropylmalate 

-dehydrogenase [Solanum tuberosum] >gi_445064_prf 1908380A 

beta isopropylmalate dehydrogenase [Solanum tuberosum] 

166095 

LIB3177-098-P1-K1-B8 

BLASTN 

g2351070 

34 

2.0e-09 

58 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH12, complete sequence [Arabidopsis thaliana] 

166096 

LIB3177-098-P1-K1-B9 

BLASTX 

g2392021 

522 - 

3.0e-53 

147 

63 

(D63425) phopholipid hydroperoxide glutathione 
peroxidase-like protein [Spinacia oleracea] 

166097 

LIB3177-098-P1-K1-C1 

BLASTX 

g3935164 

72 

4,0e-17 

82 

67 

(AC004557) F17L21.7 [Arabidopsis thaliana] 
166098 

LIB3177-098-P1-K1-C10 

BLASTX 

g585536 

707 

5.0e-75 

129 

100 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

166099 

LIB3177-098-P1-K1-C11 

BLASTX 

g3482975 

634 



22351 



E value 


2.0e-66 


Match length 


146 


% identity 


87 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana] 


Seq. No. 


166100 


Seq. ID 


LIB3177-098-P1-K1-C12 


Method 


BLASTX 


MOO T /"'X 

NCBI GI 


g4741952 


BLAST score 


798 


E value 


l.Oe-85 


Match length 


147 


% identity 


65 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


166101 


Seq. ID 


LIB3177-098-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g421826 


BLAST score 


770 


E value 


2.0e-82 


Match length 


149 


% identity 


100 


NCBI Description 


chlorophyll a/b-binding protein CP29 - Arabidopsis 




>gi 298036 emb CAA50712 (X71878) CP29 [Arabidopsi; 




thaliana] 


Seq. No. 


166102 


Seq. ID 


LIB3177-098-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4159704 


BLAST score 


200 


E value 


l.Oe-108 


Match length 


425 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MCB17, complete sequence 


Seq. No. 


16"6103 


Seq. ID 


LIB3177-098-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


709 


E value 


4 .Oe-75 


Match length 


131 


% identity 


77 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


166104 


Seq. ID 


LIB3177-098-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2244800 


BLAST score 


553 


E value 


5.0e-57 


Match length 


112 


% identity 


96 



clone: 



NCBI Description (Z97336) carnitine racemase homolog [Arabidopsis thaliana] 



22352 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



166105 

LIB3177-098-P1-K1-C6 

BLASTX 

g2062158 

677 

2.0e-71 
143 
47 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



166106 

LIB3177-098-P1-K1-C7 

BLASTX 

g2832641 

358 

5.0e-34 

124 

54 

(AL021710) glycolate oxidase 
thaliana] 



like protein [Arabidopsis 



166107 

LIB3177-098-P1-K1-C8 

BLASTX 

g2290528 

451 

4.0e-45 

114 

77 

(U9474 6) ATANll [Arabidopsis thaliana] 



166108 

LIB3177-098-P1-K1-C9 

BLASTN 

g4159704 

95 

6.0e-46 

306 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone; 
MCB17, complete sequence 

166109 

LIB3177-098-P1-K1-D10 

BLASTX 

g2529229 

510 

8.0e-52 

120 

78 

(AB007907) 6-phosphogluconate dehydrogenase [Glycine max] 
166110 

LIB3177-098-P1-K1-D11 
BLASTX 



22353 



NCBI GI g3688799 

BLAST score 637 

E value - l.Oe-66-* 

Match length .129 

% identity 98 

NCBI Description (AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 


1 fifil 1 1 

1. \}\J 2. X X 


Seq. ID 


XtXDO X 1 / U-70 C X IvX iJXZ. 


Method 


BLASTX 


NCBI GI 


03096939 


BLAST score 


539 


E value 


3.0e-55 


Match length 


117 




ft7 




\t\Xi\j£.o\j^H ) puLaLive protein ["^raoiaopsis tnaxianaj 


*j ^ \j • IN \j • 


X \j \j X X £. 


C • J. LJ 


XiXoOX 1 1 U^O IrJL r\± JJZ 


L ie UiiUU 


RT aciTV 


NCRT C^T 




LJ ±Ji^\J X O V_> WX O 


U U *3 


E value 


6 Oe-70 


Match * length 


133 


% identity 


98 


LNV^OJ. X^ U J.U'il 


\-riv_/Wu^ z 3z ; n.±yii±y biim±ar uo auxm inQUceQ protein 




\aiuo/KeL.o reauctase ramiiy^ L^raoiuopsis tinaiiana 




1 O O J. 1 o 


O ■ XU 


T TR'^1 77— nQfl — Pi — Pfl — n"^ 




l3J_Lrt.o i IN 


NCBI GI 




BLAST score 


150 


E value 


l.Oe-78 


Match length 


469 


% identity 


100 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAG FlOA! 




complete sequence 


Seq. No. 


166114 


Seq. ID 


LIB3177-098-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4006858 


BLAST score 


390 


E value 


9.0e-38 


Match length 


132 


% identity 


58 



NCBI Description (Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166115 

LIB3177-098-P1-K1-D6 

BLASTN 

gl4342 

234 

l.Oe-129 



22354 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



332 
99 

A.thaliana laRNA for carbonic anhydrase 
166116 

LIB3177-098-Pl~Kl-D7 

BLASTX 

gl32110 

632 

4 .Oe-66 

119 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_einb_CAA32702 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score; 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166117 

LIB3177-098-P1-K1-D8 

BLASTX 

g3879734 

158 

l.Oe-10 

89 

47 

(Z93388) predicted using Genefinder; cDNA EST EMBL:D70912 
comes from this gene; cDNA EST EMBL:D73452 comes from this 
gene; cDNA EST EMBL:D71574 comes from this gene; cDNA EST 
EMBL:D74229 comes from this gene; cDNA EST EMBL:D727 

166118 

LIB3177-098-P1-K1-E1 

BLASTX 

g3236237 

417 

6.0e-41 

137 

59 

(AC004 684) putative ribotol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



166119 

LIB3177-098-P1-K1-E10 

BLASTX 

g2501188 

633 

3. Oe-66 

144 

89 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 {U17589) 
Thil protein [Arabidopsis thaliana] 

166120 

LIB3177-098-P1-K1-E11 



22355 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4585882 

394 

2.0e-38 

79 

97 

(AC005850) 



PSI type III chlorophyll a/b-binding protein 



[Arabidopsis thaliana] 
166121 

LiB3177-098-Pl-Kl-E12 

BLASTX 

g99735 

384 

5.0e-37 

108 

72 

L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 

166122 

LIB3177-098-P1-K1-E2 

BLASTX 

gl32074 

673 

5.0e-71 

122 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

166123 

LIB3177-098-P1-K1-E3 

BLASTX 

g4008012 

494 

6.0e-50 

154 

68 

(AF084037) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



166124 

LIB3177-098-P1-K1-E4 

BLASTN 

g4589444 

313 

l.Oe-176 

328 

54 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWF20, complete sequence 

166125 

LIB3177-098-P1-K1-E5 



22356 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3201613 

52 

l.Oe-40 

89 

93 

(AC004 669) glutathione S-transf erase [Arabidopsis thaliana] 
166126 

LIB3177-098-P1-K1-E6 

BLASTX 

g4204274 

708 

5.0e-75 

128 

99 

(AC004146) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 

166127 

LIB3177-098-P1-K1-E9 

BLASTX 

g2842482 

310 

2.0e-28 

96 

61 

(AL021749) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] - 

166128 

LIB3177-098-P1-K1-F1 

BLASTX 

g3341698 

594 

l.Oe-61 

125 

90 

(AC003672) blue copper-binding protein II [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166129 

LIB3177-098-P1-K1-F10 

BLASTX 

g2832625 

439 

2.0e-43 

135 

63 

(AL021711) putative protein [Arabidopsis thaliana] 
166130 

LIB3177-098-P1-K1-F11 

BLASTX 

g3599491 

637 

l.Oe-66 



22357 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



150 
76 

(AF085149)* putative ^aminotransferase [Capsicum chinense] 
166131 

LIB3177-098-P1-K1-F12 

BLASTX 

g3142295 

412 

2.0e-40 

110 

68 

{AC002411) Strong similarity to phosphoribosylanthranilate 
transferase gb_D8 6180 from Pisum sativum. [Arabidopsis 
thaliana] 

166132 

LIB3177-098-P1-K1-F2 

BLASTX 

g4678328 

385 

4.0e-37 

127 

57 

(AL049658) aldehyde dehydrogenase (NAD+)-like protein 
[Arabidopsis thaliana] 

166133 

LIB3177-098-P1-K1-F3 

BLASTX 

g4371284 

69 

4.0e-64 

127 

99 

(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabidopsis thaliana] 

166134 

LIB3177-098-P1-K1-F4 

BLASTN 

g4662640 

402 

O.Oe+00 

414 

99 

Ara]:^idopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

166135 

LIB3177-098-P1-K1-F5 

BLASTX 

gl350720 

553 

7.0e-57 

111 

96 



22358 



NCBI Description 



60S RIBOSOMAL PROTEIN L32 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166136 

LIB3177-098-P1-K1-F6 
BLASTX 
gl32074 
-741 
6.0e-79" 
135 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

166137 

LIB3177-098-P1-K1-F7 

BLASTN 

g4757401 

302 

l.Oe-169 

448 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 

166138 

LIB3177-098-P1-K1-F8 

BLASTX 

gll69861 

470 

4.0e-47 

112 

79 

G-BOX BINDING FACTOR 2 >gi_81616_pir S20884 G-box-binding 

factor 2 - Arabidopsis thaliana >gi_l 6288_emb_CAA45357_ 
(X63895) G-box binding factor 2 [Arabidopsis thaliana]" 
>gi_331928 6 (AF053228) G-box binding factor 2 [Arabidopsis 
thaliana] 

166139 

LIB3177-098-P1-K1-F9 

BLASTX 

g2980770 

681 

5.0e-73 

141 

95 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
166140 

LIB3177-098-P1-K1-G1 

BLASTX 

g4455253 

685 

2.0e-72 
148 



22359 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

(AL035523) superoxide dismutase (EC 1.15.1.1) 
(Fe) (fragment) [Arabidopsis thaliana] 

166141 

LIB3177-098-P1-K1-G10 

BLASTX 

g3695023 

472 

4.0e-64 

144 

89 

(AF055850) unknown [Arabidopsis thaliana] 
166142 

LIB3177-098-P1-K1-G11 

BLASTX 

g3927830 

583 

2.0e-60 

150 

25 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
166143 

LIB3177-098-P1-K1-G12 

BLASTX 

g2809253 

662 

9.0e-70 

127 

98 

(AC002560) F21B7.22 [Arabidopsis thaliana] 
166144 

LIB3177-098-P1-K1-G2 

BLASTX 

g3386597 

576 

l.Oe-59 

109 

98 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi_3702347 (AC005397) putative permease [Arabidopsis 
thaliana] 

166145 

LIB3177-098-P1-K1-G3 

BLASTX 

gl707412 

367 

5.0e-35 

152 

48 

(X95906) Cleavage and Polyadenylation Specifity Factor 
protein [Bos taurus] 



22360 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166146 

LIB3177-098-P1-K1-G4 

BLASTN 

g2351063 

208 

l.Oe-113 

454 . . 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 

166147 

LIB3177-098-P1-K1-G5 

BLASTX 

g2864617 

523 

2.0e-53 

132 

82 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166148 

LIB3177-098-P1-K1-G6 

BLASTX 

g544018 

613 

7.0e-64 

153 

78 

NITRATE/CHLORATE TRANSPORTER >gi_107 6359_pir A45772 

nitrate-inducible nitrate transporter - Arabidopsis 
thaliana >gi_166668 {L10357) CHLl [Arabidopsis thaliana] 
>gi_3157921 (AC002131) Identical to nitrate/chlorate 
transporter cDNA gb_L10357 from A. thaliana. ESTs 
gb_H37533 and gb_R29790, gb_T46117, gb_T46068, gb_T75688, 
gb_R29817, gb_R29862, gb_Z34 634 and gb_Z34258 come from 
this gene. [Arabidopsis thaliana] 

166149 

LIB3177-098-P1-K1-G7 

BLASTX 

g512400 

562 

6.0e-58 

153 

71 

(X74947) annexin [Medicago sativa] 
166150 

LIB3177-098-P1-K1-G8 

BLASTX 

g3915847 

293 

l.Oe-26 

76 

80 



22361 



NCBI Description 



40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
4 OS ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



166151 

LIB3177-098-P1-K1-G9 

BLASTX 

gl32074 

748 

l.Oe-79 

136 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4 . 1 . 1 . 39) . small chain 
Al precursor - Arabidopsis thaliana 

166152 

LIB3177-098-P1-K1-H1 

BLASTX 

g3643610 

520 

5.0e-53 

103 

94 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

166153 

LIB3177-098-P1-K1-H11 

BLASTX 

gl710530 

331 

3.0e-31 

83 

75 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

166154 

LIB3177-098-P1-K1-H12 

BLASTX 

g99696 

4 90 

l.Oe-49 

117 

83 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070__bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

166155 

LIB3177-098-P1-K1-H2 



22362 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl732572 

601 

2.0e-66 

133 

92 

(U72154 ) beta-glucosidase [Brassica nigra] 
166156 

LIB3177-098-P1-K1-H3 

BLASTN 

g2392762 

147 

4.0e-77 

294 

98 

Arabidopsis thaliana BAC T32N15 from chromsome III near 54 
cM, complete sequence 

166157 

LIB3177-098-P1-K1-H4 

BLASTX 

g2499810 

684 

3.0e-72 

131 

99 

PROFILIN 1 >gi_2981657_pdb_lA0K_ Profilin I From 
Arabidopsis Thaliana >gi_1353763 (U43322) profilin 1 
[Arabidopsis thaliana] >gi_1353770 (U43325) profilin 1 
[Arabidopsis thaliana] >gi_1835878_bbs_179026 (S82691) 
profilin isoform 1 [Arabidopsis thaliana, Columbia, 
flowers. Peptide, 131 aa] [Arabidopsis thaliana] 
>gi_3687242 (AC005169) profilin 1 [Arabidopsis thaliana] 

166158 

LIB3177-098-P1-K1-H5 

BLASTX 

g3913525 

120 

l.Oe-26 

110 

71 

DNA POLYMERASE DELTA CATALYTIC CHAIN >gi_2895198 (AF020193) 
DNA polymerase delta [Glycine max] 

166159 

LIB3177-098-P1-K1-H6 

BLASTX 

g3757516 

405 

2.0e-39 

143 

59 

(AC005167) putative TMV resistance protein [Arabidopsis 
thaliana] 



22363 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166160 

LIB3177-098-P1-K1-H8 

BLASTX 

g4490737 

516 

3.0e-60 

140 

86 

(AL035708) putative protein [Arabidopsis thaliana] 
166161 

LIB3177-098-P1-K1-H9 

BLASTX 

g3834302 

57 

6.0e-52 

113 

93 

(AC005679) Similar to gb_D45384 vacuolar H+-pyrophosphatase 
from Oryza sativa. ESTs gb F14272 and gb F14273 come from 





L-ii-i-O ^CliC* l^rlJ. cii_/XU(J^o X o L ila. JL J-a.Ilcl J 


Seq. No. 


166162 


Seq. ID 


LIB3177-n99-Pl-K'1-Al 


Method 


BLASTN 


NCBI GI 


g3193311 


BLAST score 


259 ^ " 


E value 


1 . Oe-144 


Match length 


453 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F6N15 


Seq. No. 


166163 


Seq. ID 


LIB3177-099-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2983203 


BLAST score 


145 


E value 


5.0e-09 


Match length 


57 


% identity 


42 


NCBI Description 


{AE000696) polypeptide deformylase [Aquifex aeolicus 


Seq. No. 


166164 


Seq. ID 


LIB3177-099-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4056477 


BLAST score 


555 


E value 


4.0e-57 


Match length 


127 


% identity 


64 


NCBI Description 


(AC005896) putative RNA binding protein [Arabidopsis 




thaliana] 


Seq. No. 


166165 


Seq. ID 


LIB3177-099-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3386609 



22364 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



190 

l.Oe-14 

90 

49 

(AC004 665) putative DNA-binding protein [Arabidopsis 
thaliana] 

166166 

LIB3177-099-P1-K1-A3 

BLASTX 

g2443751 

677 

2.0e-71 

135 

99 

(AF020303) fumarase [Arabidopsis thaliana] >gi_2529676 
(AC002535) putative fumarase [Arabidopsis thaliana] 

166167 

LIB3177-099-P1-K1-A5 

BLASTX 

g2160182 
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L-tjuie ixuin L.nxs gene. i^/iraDiaopsis cnaxianaj 


Seq. No. 


166168 


Seq. ID 


LIB3177-099-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2462840 


BLAST score 


168 


E value 


5.0e-12 


Match length 


34 


% identity 


97 


NCBI Description 


(AF000657) cytochrome C [Arabidopsis thaliana] 


Seq. No. 


166169 


Seq. ID 


LIB3177-099-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl934741 


BLAST score 


73 


E value 


9.1e-01 


Match length 


55 


% identity 


11 


NCBI Description 


{Y10013) putative transcription factor [Arabidopsis 




thaliana] 


Seq. No. 


166170 


Seq. ID 


LIB3177-099-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4512655 


BLAST score 


363 


E value 


5.0e-35 


Match length 


69 



22365 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

(AC007048) putative protein phosphatase 2C [Arabidopsis 
thaliana] 

166171 

LIB3177-099-P1-K1-A9 

BLASTX 

g2118220 

244 

6.0e-21 

68 

76 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-Pl) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933' (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4 539311_emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493. 1_AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 

166172 

LIB3177-099-P1-K1-B1 

BLASTX 

g2982464 

240 

3.0e-20 

130 

41 

(AL022223) putative protein [Arabidopsis thaliana] 
166173 

LIB3177-099-P1-K1-B10 

BLASTX 

gll5783 

618 

2.0e-64 

116 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166174 

LIB3177-099-P1-K1-B2 

BLASTX 

gl66410 

220 

6.0e-18 

85 

52 

(L07291) Alfin-1 [Medicago sativa] 



22366 



Seq. No. 


166175 


Seq. ID 


LIB3177-099-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4741950 


BLAST score 


738 


E value 


l.Oe-78 


Match length 


138 


% identity 


100 


NCBI Description 


(AF134125) Lhcb2 protein [Arabidopsis thaliana] 


Seq. No. 


166176 


Seq. ID 


LIB3177-099-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3288823 


BLAST score 


676 


E value 


3.0e-71 


Match length 


133 


% identity 


100 


NCBI Description 


(AF063852) FUS5 [Arabidopsis thaliana] 


Seq. No. 


166177 


Seq. ID 


LIB3177-099-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


g2645198 


BLAST score 


45 


E value 


5.0e-16 


Match length 


162 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T26J12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166178 


Seq. ID 


LIB317 7-099-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


■g4490324 


BLAST score 


115 


E value 


4 .Oe-58 


Match length 


131 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T9^ 




(ESSA project) 


Seq. No. 


166179 


Seq. ID 


LIB3177-099-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3549669 


BLAST score 


677 


E value 


2.0e-71 


Match length 


136 


% identity 


98 


NCBI Description 


(AL031394) putative protein [Arabidopsis thaliana] 


Seq. No. 


166180 


Seq. ID 


LIB3177-099-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g2564050 


BLAST score 


424 



22367 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

428 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 

166181 

LIB3177-099-P1-K1-C12 

BLASTX 

g2507281 

702 

2.0e-74 

129 

98 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_emb_CAA66048 
(X97380) atran2 [Arabidopsis thaliana] 

166182 

LIB3177-099-P1-K1-C2 

BLASTX 

g3355480 

325 

3.0e-30 

100 

59 

(AC004218) 
thaliana] 



Medicago nodulin N21-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166183 

LIB3177-099-P1-K1-C3 

BLASTX 

g282865 

348 

3.0e-33 

74 

88 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095. 1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

166184 

LIB3177-099-P1-K1-C4 

BLASTX 

g3318617 

742 

4,0e-79 

139 

100 

(AB016066) mitochondrial phosphate transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



166185 

LIB3177-099-P1-K1-C5 
BLASTX 



22368 



NCBI GI g3445209 

BLAST score 787 

E value 2.0e-84 

Match length 148 

% identity 99 

NCBI Description (AC004786) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 

Seq. No. 166186 

Seq, ID LIB3177-099-P1-K1-C6 

Method BLASTN 

NCBI GI g2088638 

BLAST score 422 

E value O.Oe+00 

Match length 44 6 

% identity 36 

NCBI Description Arabidopsis thali ana chroitiosoine II BAC T28M21 genoitiic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 166187 

Seq. ID LIB3177-099-P1-K1-C7 

Method BLASTX 

NCBI GI g4455253 

BLAST score , 368 

E value 3.0e-35 

Match length 87 

% identity 80 

NCBI Description (AL035523) superoxide dismutase (EC 1.15.1.1) 

(Fe) (fragment) [Arabidopsis thaliana] 

Seq. No. 166188 

Seq. ID LIB3177-099-P1-K1-C8 

Method BLASTX 

NCBI GI g585536 

BLAST score 51 

E value 3.0e-79 

Match length 14 6 

% identity 96 

NCBI Description MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

Seq. No. 166189 

Seq. ID LIB3177-099-P1-K1-C9 

Method BLASTN 

NCBI GI g441490 

BLAST score 80 

E value 3.0e-37 

Match length 80 

% identity 100 

NCBI Description S.alba chloroplast trnR gene 

Seq. No. 166190 

Seq. ID LIB3177-099-P1-K1-D1 

Method BLASTN 



22369 



NCBI GI 


g2828182 


BLAST score 


OTA 

370 


E value 


O.Oe+00 


Match length 


374 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




M0J9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166191 


Seq. ID 


LIB3177-099-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g729479 


BLAST score 


394 


E value 


3.0e-38 


Match length 


100 


% identity 


73 


NCBI Description 


FERREDOXIN— NADP REDUCTASE PRECURSOR (FNR) >gi 551131 




(U14 956) ferredoxin NADP+ reductase precursor [Vicia faba 


Seq. No. 


166192 


Seq. ID 


LIB3177-099-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


gl946354 


BLAST score 


inn 

165 


E value 


5.0e-88 


Match length 


169 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T06B20 genomic 




sequence, complete sequence 


Seq. No. 


166193 


Seq. ID 


LIB3177-099-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl769968 


BLAST score 


217 


E value 


l.Oe-17 


Match length 


84 


% identity 


56 


NCBI Description 


(Y10156) myrosinase-associated protein [Brassica napus] 


Seq. No. 


166194 


Seq. ID 


LIB3177-099-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4741954 


BLAST score 


561 


E value 


6.0e-58 


Match length 


119 


% identity 


91 


NCBI Description 


(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 


Seq. No. 


166195 


Seq. ID 


LIB3177-099-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


669 


E value 


2.0e-70 


Match length 


134 



22370 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

166196 

LIB3177-099-P1-K1-D5 

BLASTX 

g2119846 

731 

9.0e-78 

139 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

166197 

LIB3177-099-P1-K1-D6 

BLASTN 

g4490324 

222 

l.Oe-121 

455 

100 

Arabidopsis thaliana DNA chromosome A, BAC clone T9A14 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166198 

LIB3177-099-P1-K1-D7 

BLASTX 

g4218123 

239 

3.0e-20 

101 

52 

(AL035353) photosystem 
[Arabidopsis thaliana] 



I subunit PSI-E-like protein 



166199 

LIB3177-099-P1-K1-D8 

BLASTX 

g2130028 

352 

2.0e-33 

86 

73 

B12D protein - barley >gi_471319_emb_CAA54065 . 1_ (X76604) 
HvB12D [Hordeum vulgare] >gi_34 45292_emb_CAA70936_ (Y09805) 
B12Dgl [Hordeum vulgare] 



Seq. No. 



166200 



22371 



Seq. ID 


LIB3177-099-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4454036 


BLAST score 


514 


E value 


2.0e-52 


Match length 


94,_ 


% identity 


100 


NCBI Description 


{AL035394) putative major latex protein [Arabidopsis 




thaliana] 


Seq. No. 


166201 


Seq. ID 


LIB3177-099-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2920839 


BLAST score 


299 


E value 


4 .Oe-27 


Match length 


101 


% identity 


53 


NCBI Description 


(U95136) 0S-FIERG2 gene product [Oryza sativa] 


Seq. No. 


166202 


Seq. ID 


LIB3177-099-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3885943 


BLAST score 


483 ^ - 


E value 


7 . Oe-49 


Match length 


98 


% identity 


98 


NCBI Description 


fAF095455) PII orotein rArabidonsis thai i anal 




>gi 4558559 gb AAD22652.1 AC007138 16 (AC007138) P i: 




nitrogen sensing protein GLB I [Arabidopsis thaliana 


Seq. No. 


166203 


Seq. ID 


LIB3177-099-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g3386593 


BLAST score 


155 


E value 


l.Oe-81 


Match length 


452 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAG F4I18 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166204 


Seq. ID 


LIB3177-099-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2213595 


BLAST score 


535 


E value 


7.0e-55 


Match length 


121 


% identity 


87 


NCBI Description 


(AC000348) T7N9.15 [Arabidopsis thaliana] 


Seq. No. 


166205 


Seq. ID 


LIB3177-099-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2446981 



22372 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167 

4.0e-54 

126 

83 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_einb_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 

166206 

LIB3177-099-P1-K1-E5 

BLASTX 

g3257003 

170 

6.0e-12 

88 

39 

(AP000002) 37 6aa long hypothetical dehydrogenase 
[Pyrococcus horikoshii] 

166207 

LIB3177-099-P1-K1-E6 

BLASTX 

gll69278 

305 

7.0e-28 

75 

84 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04 569_ (D17715') ERD14 
protein [Arabidopsis thaliana] 

166208 

LIB3177-099-P1-K1-E7 

BLASTX 

g544134 

191 

7.0e-16 

77 

57 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRTIOO PRECURSOR 

>gi_99720_pir S22863 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir A4 6260 RecA functional analog 

DRTIOO - Arabidopsis thaliana (fragment) 

166209 

LIB3177-099-P1-K1-E8 

BLASTX 

gll5767 

621 

6.0e-65 

122 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_eiab_CAA27541_ {X03908) chlorophyll a/b binding 



22373 



protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166210 

LIB3177-099-P1-K1-F1 

BLASTX 

gl702986 

533 

l.Oe-54 

125 

86 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14ch 
isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 

166211 

LIB3177-099-P1-K1-F10 

BLASTN 

g2351073 

291 

l.Oe-163 

450 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYJ24, complete sequence [Arabidopsis thaliana] 

166212 

LIB3177-099-P1-K1-F11 

BLASTX 

g24978B6 

300 

3.0e-27 

54 

100 

METALLOTHIONEIN-LIKE PROTEIN 2B (MT-2B) 

>gi_1361999_pir S57862 metallothionein 2b - Arabidopsis 

thaliana >gi_1086463 (U11256) metallothionein [Arabidopsi 
thaliana] 

166213 

LIB3177-099-P1-K1-F12 

BLASTX 

g2286069 

547 

3.0e-56 

118 

88 

(U72155) beta-glucosidase [Arabidopsis thaliana] 
166214 

LIB3177-099-P1-K1-F2 

BLASTX 

g3953473 

49 

3.0e-72 

147 

99 

{AC002328) F2202.18 [Arabidopsis thaliana] 



22374 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166215 

LIB3177-099-P1-K1-F3 

BLASTX 

g2129533 

710 

3.0e-75 

146 

96 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi_1051109_emb_CAA89201_ (Z49227) adenine nucleotide 
translocase [Arabidopsis thaliana] 

166216 

LIB3177-099-P1-K1-F4 

BLASTX 

g267136 

442 

6.0e-44 

117 

74. 

PLASMA MEMBRANE INTRINSIC PROTEIN 2C (WATER-STRESS INDUCED 
TONOPLAST INTRINSIC PROTEIN) (WSI-TIP) 

>gi_2178 69_dbj_BAA02520_ (D13254) transmembrane channel 
protein [Arabidopsis thaliana] >gi_4371283_gb_AAD1814 1_ 
(AC006260) putative plasma membrane intrinsic protein 2C 

[Arabidopsis thaliana] >gi_384 324_prf 1905411A 

transmembrane channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166217 

LIB3177-099-P1-K1-F6 

BLASTN 

g4589440 

431 

O.Oe+00 

452 

98 

Arabidopsis thaliana genomic 
MSD21, complete sequence 



DNA, chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166218 

LIB3177-099-P1-K1-F9 

BLASTX 

g4741962 

328 

6.0e-39 

125 

57 

{AF134131) PsbS protein [Arabidopsis thaliana] 
166219 

LIB3177-099-P1-K1-G1 
BLASTX 

gl769905 . - 

504 

4.0e-51 
136 



22375 



% identity 

NCBI Description 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

{X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana]. 

166220 

LIB3177-099-Pl-Ki-G10 

BLASTX 

g99688 

317 

2,0e-55 

147 

80 

translation elongation factor eEF-1 alpha chain (gene A4 ) - 
Arabidopsis thaliana >gi_295789_emb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

166221 

LIB3177-099-P1-K1-G11 

BLASTX 

g4263712 

453 

3.0e-45 

121 

76 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 

166222 

LIB3177-099-P1-K1-G12 

BLASTX 

g3763935 

46 

3.0e-72 
136 
-99 

(AC004450) putative myb-related transcription factor 
[Arabidopsis thaliana] 

166223 

LIB3177-099-P1-K1-G2 

BLASTX 

gl914683 

281 

5.0e-25 

75 

73 

(Y12013) RAD23, isoform 



I [Daucus carota] 



166224 

LIB3177-099-P1-K1-G3 

BLASTX 

gl710780 

384 

4.0e-37 

106 

72 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_errib_CAA654 33 



22376 



(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166225 

LIB3177-099-P1-K1-G4 

BLASTX • ' 

g2493318 

339 

8.0e-32 

138 

52 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
{Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

166226 

LIB3177-099-P1-K1-G6 

BLASTX 

g4204268 

790 

l.Oe-84 

145 

99 

(AC005223) 62134 [Arabidopsis thaliana] ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166227 

LIB3177-099-P1-K1-G7 

BLASTX 

g3201633 

342 

8.0e-33 

70 

100 

(AC004669) putative cell division protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166228 

LIB3177-099-P1-K1-G8 

BLASTN 

g4469002 

422 

O.Oe+00 

445 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T29A15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166229 

LIB3177-099-P1-K1-G9 

BLASTX 

g3024434 

464 

2.0e-46 

113 

84 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-l) >gi_2564337 dbj BAA22951 



22377 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D88663) Tat binding protein 1 (Brassica rapa] 
166230 

LIB3177-099-P1-K1-H10 

BLASTX 

g2446981 

758 

6.0e-81 

147 

99 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 

166231 

LIB3177-099-P1-K1-H12 

BLASTX 

gl053047 

582 

3.0e-60 

116 

100 

(U38425) histone H3 [Glycine max] >gi_1053049 {U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

166232 

LIB3177-099-P1-K1-H2 

BLASTX 

g4539316 

392 

5.0e-38 

81 

100 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 

166233 

LIB3177-099-P1-K1-H3 

BLASTN 

g2618602 

167 

7.0e-89 
446 

98- 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

166234 

LIB3177-099-P1-K1-H4 

BLASTN 

g4006885 

318 

l.Oe-179 

411 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 



22378 



fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166235 

LIB3177-099-P1-K1-H5 

BLASTX 

g541799 

197 

l.Oe-15 

38 

97 

light-harvesting chlorophyll a/b-binding protein - qinkao 
>gx_349443 {L23107) light-harvesting chloLphyU a/b ^ 
binding protein of photosystem II [Ginkgo biloba] 

166236 

LIB3177-099-P1-K1-H7 

BLASTN 

g3550981 

148 

2.0e-77 

400 

100 

Arabidopsis thaliana mutM homologue gene, complete cds 
166237 

LIB3177-099-P1-K1-H8 - - 

BLASTX 

gl32074 

730 

l.Oe-77 

140 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 
(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl ^^^"^"^^^^^ 
ribulose-bisphosphate carboxylase (EC 4.T71.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 


166238 


Seq. ID 


LIB3234-001-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


gl313927 


BLAST score 


55 


E value 


5.0e-22 


Match length 


219 


% identity 


82 


NCBI Description 


B.oleracea mRNA for IFA binding 


Seq. No. 


166239 


Seq. ID 


LIB3234-001-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g2645198 


BLAST score 


45 


E value 


5.0e-16 


Match length 


162 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome : 



sequence, complete sequence [Arabidopsis thaliana] 



22379 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166240 

LIB3234-001-P1-K1-A12 

BLASTX 

g4204298 

565 

3'.0e-58- 

145 

77 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

166241 

LIB3234-001-P1-K1-A2 

BLASTX 

g3983125 

665 

5.0e-70 

145 

88 

(AF097 64 8) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

166242 

LIB3234-001-P1-K1-A3 

BLASTN 

g4510360 

89 

2.0e-42 

326 

88 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

166243 

LIB3234-001-P1-K1-A4 

BLASTX 

gl35858 

353 

2.0e-33 

69 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 
>gi_997 60_pir_S22201 tonoplast intrinsic protein alpha - 
Arabidopsis thaliana >gi_16182_emb_CAA45114_ {X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 
[Arabidopsis thaliana] >gi_445128_prf_1908432A tonoplast 
intrinsic protein alpha [Arabidopsis thaliana] 

166244 

LIB3234-001-P1-K1-A5 

BLASTN 

g4220628 

457 

O.Oe+00 
461 



22380 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
,NCBI GI 
BLAST score 
E value 
Match length 
% identity 



77 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone; 
K24C1, complete sequence [Arabidopsis thaliana-] 

166245 

LIB3234-001-P1-K1-A6 

BLASTN 

g3172156 

393 

O.Oe+00 

449 

96 

Arabidopsis thaliana chromosome 1 BAC T22J18 sequence, 
complete sequence [Arabidopsis thaliana] 

166246 

LIB3234-001-P1-K1-A7 

BLASTN 

g4006885 

312 

l.Oe-175 

393 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

166247 

LIB3234-001-P1-K1-A9 

BLASTX 

g3335169 

221 

8.0e-18 

84 

64 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

166248 

LIB3234-001-P1-K1-B10 

BLASTN 

g2828180 

190 

l.Oe-102 

264 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDK4, complete sequence [Arabidopsis thaliana] 

166249 

LIB3234-001-P1-K1-B12 

BLASTX 

g4506223 

191 

2.0e-14 

99 

40 



22381 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



proteasome (prosome, macropain) 26S subunit, non-ATPase, 13 
>gi_3618343_dbj_BAA33214_ (AB009398) 26S proteasome subunit 
p40.5 [Homo sapiens] 

166250 

LIB3234-001-P1-K1-B2 

BLASTX 

g3236248 

535 

9.0e-55 

140 

77 

(AC004 684) unknown protein [Arabidopsis thaliana] 
166251 

LIB3234-001-P1-K1-B3 

BLASTX 

g3914002 

701 

3.0e-74 

154 

91 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF033862) Lon protease [Arabidopsis .thaliana] 

166252 

LIB3234-001-P1-K1-B6 

BLASTX 

gl709379 

489 

2.0e-49 

115 

78 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 
>gi_881441 (U27653) NADH-plastoquinone oxidoreductase 
[Lupinus luteus] 

166253 

LIB3234-001-P1-K1-B7 

BLASTX 

g2459446 

626 

2.0e-65 

137 

89 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

166254 

LIB3234-001-P1-K1-B9 

BLASTN 

g4519195 

434 

O.Oe+00 

438 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 



22382 



MQC12, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166255 

LIB3234-001-P1-K1-C1 

BLASTX 

g3335171 

674 

5.0e-71 

151 

84 

(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 
166256 

LIB3234-001-P1-K1-C10 

BLASTN 

g3540210 

344 

O.Oe+00 

428 

97 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166257 

LIB3234-001-P1-K1-C11 

BLASTX 

g3025445 

164 

3.0e-ll ' 

123 

25 

(AC004528) R32184_l [Homo sapiens] 
166258 

LIB3234-001-P1-K1-C2 

BLASTX 

g3935149 

408 

7.0e-40 

144 

56 

(AC005106) T25N20.13 [Arabidopsis thaliana] 
166259 

LIB3234-001-P1-K1-C3 

BLASTX 

gl31286 

552 

9.0e-57 

133 

80 

PHOTOS YSTEM II 44 KD REACTION CENTRE PROTEIN PRECURSOR (P6 

PROTEIN) {CP43) >gi_2144 937_pir F2SP44 photosystem II 

chlorophyll a-binding protein psbC - spinach chloroplast 
>gi_12281_emb_CAA25864_ (X01724) 44 kd reaction-centre 
protein [Spinacia oleracea] >gi_343362 (M36833) 44 kD 
chlorophyll a apoprotein [Spinacia oleracea] 



22383 



Seq. No. 

Seq: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166260 

LIB3234-001-P1-K1-C4 

BLASTN 

g4589420 

377 

O.Oe+00 

413 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K3G17, complete sequence 

166261 

LIB3234-001-P1-K1-C5 

BLASTX 

gl418990 

217 

2.0e-17 

99 

42 

(Z75524) unknown [Lycopersicon esculentum] 
166262 

LIB3234-001-P1-K1-C6 

BLASTX 

g2194126 

515 

2.0e-52 

118 

86 

{AC002062) EST gb_T43335 comes from this gene. [Arabidops 
thaliana] 

166263 

LIB3234-001-P1-K1-C8 

BLASTN 

g4467131 

439 

O.Oe+00 

4-55 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20M13 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



166264 

LIB3234-001-P1-K1-D1 

BLASTX 

g3461848 

111 

2.0e-19 

106 

58 

(AC005315) putative ATPase [Arabidopsis thaliana] 
166265 

LIB3234-001-P1-K1-D10 
BLASTX 



22384 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4204299 
646 

8.0e-68 

143 

88 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana]" 

166266 

LIB3234-001-P1-K1-D12 

BLASTX 

g2062164 

333 

4.0e-31 

125 

27 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

166267 

LIB3234-001-P1-K1-D2 

BLASTX 

g421929 

516 

l.Oe-52 

110 

14 

ubiquitin - tomato >gi_312160_einb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 

166268 

LIB3234-001-P1-K1-D4 

BLASTX 

g2462744 

237 v" 

8.0e-20 

149 

34 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
166269 

LIB3234-001-P1-K1-D5 

BLASTX 

g2244792 

237 

8.0e-20 

66 

70 

{Z97336) ankyrin homolog [Arabidopsis thaliana] 
166270 

LIB3234-001-P1-K1-D6 

BLASTN 

g4558586 

55 

5.0e-22 
71 



22385 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI 'gI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq, ID 
Method - 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



61 

Arabidopsis thaliana chromosome 1 BAG T5I8 sequence, 
complete sequence 

166271 

LIB3234-001-P1-K1-D7 

BLASTX 

g4585990 

124 

l.Oe-06 

139 

6 

{AC005287) Very similar to disease resistance proteins 
[Arabidopsis thaliana] 

166272 

LIB3234-001-P1-K1-D9 

BLASTX 

g3297819 

323 

7.0e-30 

104 

65 

(AL031032) protein kinase-like protein [Arabidopsis 
thaliana] 



166273 

LIB3234-001-P1-K1-E1 

BLASTN 

g4220643 

226 

l,0e-124 

230 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 



PI clone 



166274 

LIB3234-001-P1-K1-E10 ■ 

BLASTX 

gll69598 

155 

2.0e-81 

149 

100 

OMEGA-6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
{DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

166275 

LIB3234-001-P1-K1-E11 

BLASTX 

g3273743 

620 

9,0e-65 

118 

100 



22386 



NCBI Description 



"Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

166276 

LIB3234-001-P1-K1-E12 

BLASTX 

94115915 

266 

3.0e-23 

112 

47 

(AF118222) contains similarity to Helix pomatia br-1 
protein (GB: X96994) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166277 

LIB3234-001-P1-K1-E2 
BLASTN 
g4063737 
415 

0 . Oe+00 
423 

100 ; 
NCBI Description ^^Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166278 

LIB3234-001-P1-K1-E3 
BLASTX 

g4163997 , 
747 

l.Oe-79 

138 

99 

(AF087483) alpha-xylosidase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166279 

LIB3234-001-P1-K1-E5 

BLASTX 

g3935158 

401 

5.0e-39 

100 

83 

(AC004557) F17L21.1 [Arabidopsis thaliana] 
166280 

LIB3234-001-P1-K1-E6 

BLASTX 

g2129641 

164 

2.0e-79 

147 

99 

major latex protein type 1 - Arabidopsis thaliana 
>gi_11074 93_emb_CAA63026_ (X91960) major latex protein 



22387 



typel [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166281 

LIB3234-001-P1-K1-E8 

BLASTX 

g2281082 

324 

5.0e-30 

80 

80 

{AC002333) polygalacturonase isolog, 3' 
[Arabidopsis thaliana] 



partial 



166282 

LIB3234-001-P1-K1-E9 

BLASTX 

gl345973 

337 

2.0e-35 

94 

80 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase {EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ {D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 {AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

166283 

LIB3234-001-P1-K1-F1 

BLASTX 

g4678299 

711 

2.0e-75 

140 

99 

{AL04 9655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



166284 

LIB3234-001-P1-K1-F10 

BLASTN 

g4756963 

100 

3.0e-49 

140 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

166285 

LIB3234-001-P1-K1-F11 

BLASTX 

g4557060 



22388 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 

9.0e-46 

107 

93 

(AC007154) putative chromosome -associated polypeptide, 5* 
partial [Arabidopsis thaliana] 

166286 

LIB3234-001-P1-K1-F2 

BLASTX 

g2245109 

668 

2.0e-70 

130 

99 

(Z97343) carboxyl-terminal proteinase homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



166287 

LIB3234-001-P1-K1-F4 

BLASTN 

g3047100 

392 

O.Oe+00 

408 • 
99 

Arabidopsis thaliana BAC F6N23 
166288 

LIB3234-001-P1-K1-F5 

BLASTN 

g3309259 

215 

l.Oe-117 

398 - 
87 

Arabidopsis thaliana BAC F4H6, chromosome IV, complete 
sequence 

166289 

LIB3234-001-P1-K1-F7 

BLASTX 

gl703108 

520 

5.0e-53 

97 

98 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

166290 

LIB3234-001-P1-K1-F8 

BLASTX 

gl31360 



22389 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



241 

3.0e-20 

61 

80 

PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi__81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_emb_CAA31909 
{X13558) K preprotein (AA -24 to 37) [Sinapis albaj 

166291 

LIB3234-001-P1-K1-F9 

BLASTX 

g266693 

593 

l.Oe-61 

141 

84 

OLEOSIN >gi_282875_pir_S22538 oleosin - Arabidopsis 
thaliana >gi_16405_emb_CAA4 4 225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_enib_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 

166292 

LIB3234-001-P1-K1-G1 

BLASTN 

g4757403 

258 

l.Oe-143 

459 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 

166293 

LIB3234-001-P1-K1-G11 

BLASTN 

g4263813 

344 

O.Oe+00 

360 " - 

41 

Arabidopsis thaliana chromosome II BAC T13P21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166294 

LIB3234-001-P1-K1-G12 - 

BLASTX 

g4538963 

557 

2.0e-57 

137 

62 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4 741958_gb_AAD2877 6 . 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 



Seq. No. 



166295 



22390 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3234-001-P1-K1-G2 

BLASTX 

g2664214 

764 

l.Oe-81 

149 

99 

(AJ222646) G2484-1 [Arabidopsis thaliana] 
166296 

LIB3234-001-P1-K1-G3 

BLASTX * 

g399013 

642 

3.0e-67 

126 

100 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_einb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_4 4 5607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

166297 

LIB3234-001-P1-K1-G.4 

BLASTX 

gll2682 

656 

6.0e-69 

149 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

166298 

LIB3234-001-P1-K1-G5 

BLASTX 

g3402696 

436 

4.0e-43 

120 

77 

(AC004 261) putative f errodoxin-dependent glutamate 
synthase, 3' partial [Arabidopsis thaliana] 

166299 

LIB3234-001-P1-K1-G6 

BLASTN 

g4159705 

382 

O.Oe+00 
410 



22391 



% identity 98 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGD8, complete sequence 

Seq, No. 166300 

Seq, ID LIB3234-001-P1-K1-G7 

Method BLASTN 

NCBI GI g2656028 

BLAST score 440 

E value O.Oe+GO 

Match length 456 

% identity 99 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNF13 



Seq. No. 166301 

Seq. ID LIB3234-001-P1-K1-G8 

Method BLASTX 

NCBI GI gl931639 

BLAST score 185 

E value l,0e-13 

Match length 62 

% identity 58 

NCBI Description (U95973) lysophospholipase isolog [Arabidopsis thaliana] 

Seq. No. 166302 

Seq. ID LIB3234-001-P1-K1-H12 . 

Method BLASTX 

NCBI GI g2244884 

BLAST score 376 

E value 4.0e-36 

Match length 138 

% identity 55 

NCBI Description (Z97338) glucosyltransf erase [Arabidopsis thaliana] 

Seq. No. 166303 

Seq. ID LIB3234-001-P1-K1-H2 

Method BLASTN 

NCBI GI g2842474 

BLAST score 71 

E value 3,0e-32 

Match length 113 

% identity 97 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

Seq, No. 166304 

Seq. ID LIB32-34-001-P1-K1-H3 

Method BLASTX 

NCBI GI g4375831 

BLAST score 625 

E value 3.0e-65 

Match length 152 

% identity 79 . . 

NCBI Description (AJ006960) peroxidase [Arabidopsis thaliana] 

Seq. No, 166305 



22392 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-001-P1-K1-H4 

BLASTX 

gll2737 

380 

9.0e-37 

110 

73 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

166306 

LIB3234-001-P1-K1-H5 

BLASTX 

gll70503 

584 

2.0e-60 

113 

100 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

166307 

LIB3234-001-P1-K1-H7 

BLASTX 

g231586 

289 

6.0e-26 

118 

56 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

166308 

LIB3234-001-P1-K1-H8 

BLASTX 

g4539293 

481 

2.0e-48 

151 

69 

{AL049480) 
thaliana] 



putative membrane transporter [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



166309 

LIB3234-001-P1-K1-H9 
BLASTX 



22393 



NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4678299 
697 

9.0e-74 

140 

98 

(AL04 9655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

166310 

LIB3234-003-P1-K1-A2 

BLASTN 

g2924651 

37 

2.0e-ll 

312 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K2A18, complete sequence [Arabidopsis thaliana] 



Seer No 


J. \J \J ^ JL ±. 




Seq. ID 


LIB3234-003-P1-K1-A3 




Method 


BLASTX 




NCBI GI 


g4415909 




BLAST score 


504 




E value 


3.0e-51 




Match Ipnnth 


122 




% identity 


27 




NCBI Dpsrrintinn 


{AC006282) LEA protein AtECP63 


[Arabidops 


Seq. No. 


166312 




Seq. ID 


LIB3234-003-P1-K1-A9 




Method 


BLASTX 




NCBI GI 


g4415909 




BLAST score 


91 




E value 


6.0e-03 




Match length 


96 




% identity 


5 




NCBI Description 


(AC006282) LEA protein AtECP63 


[Arabidops 


Seq. No. 


166313 




Seq. ID 


LIB3234-003-P1-K1-B12 




Method 


BLASTX 




NCBI GI 


g2651299 




BLAST score 


370 




E value 


l.Oe-35 




Match length 


119 




% identity 


64 




NCBI Description 


(AC002336) putative serine/threonine prot< 




[Arabidopsis thaliana] 




Seq. No. 


166314 




Seq. ID 


LIB3234-003-P1-K1-B4 




Method 


BLASTN 




NCBI GI 


g4220627 




BLAST score 


111 




E value 


l.Oe-55 




Match length 


257 





22394 



% identity 86 

NCBI Description Arabidopsis thaliana genomic DNA", chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-003-P1-K1-B5 



166315 
LIB3234- 
BLASTX 
g2494261 
182 

2.0e-13 

35 

100 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_99903_pir S21567 translation elongation factor Tu 

precursor - soybean chloroplast >gi_18776_emb_CAA4 6864_ 

(X66062) EF-Tu [Glycine max] >gi_4 48921_prf 1918220A 

elongation factor Tu [Glycine max] 



166316 

LIB3234-003-P1-K1-B7 
• BLASTN 
g2656026 
334 

O.Oe+00 

359 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDF20 



PI clone; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166317 

LIB3234-003-P1-K1-C3 

BLASTN 

g4263694 

44 

2.0e-15 

165 

85 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166318 

LIB3234-003-P1-K1-C4 

BLASTN 

g2088638 

280 

l.Oe-156 

280 

100 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166319 

LIB3234-003-P1-K1-C5 

BLASTN' 

g4199934 

273 

l.Oe-152 



22395 



Match length 
% identity • 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



347 
92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

166320 

LIB3234-003-P1-K1-C6 

BLASTX 

gll5783 

532 

l.Oe-54 

104 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ (X03909) 
chlorophyll. a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



oeq . iNo . 


1 f^C^'iO 1 
1 D D 1 


Corr TD 




LYieunoa 


DJ_lH.O i IN 




/f 1 oo^ Q 

gi^i^io 




Z Z Z7 


E value 


1 Oe-126 


Match length 


360 


% identity 


91 


NCBI Description 


Sinapis alba chloroplast trnG gene 


Seq. No. 


166322 


Seq. ID 


LIB3234-003-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2499236 


BLAST score 


356 


E value 


6.0e-34 


Match length 


90 


% identity 


82 


NCBI Description 


NADH-PLASTOQUINONE OXIDOREDUCTASE ( 




>gi_1419474_emb_CAA66944_ (X98298) 




thaliana] 


Seq. No. 


166323 


Seq. ID 


LIB3234-003-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl084336 


BLAST score 


234 


E value 


l.Oe-19 


Match length 


44 


% identity 


98 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



chlorophyll a/b-binding protein type II - Arabidopsis 
thaliana >gi_541565 (U03395) PSI type II chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

166324 

LIB3234-003-P1-K1-D3 

BLASTN 

g3643588 

70 



22396 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3,0e-31 

133 

88 

Arabidopsis thai iana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166325 

LIB3234-003-P1-K1-D4 

BLASTN 

g2842474 

348 

O.Oe+00 

368 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



166326 

LIB3234-003-P1-K1-D5 

BLASTN 

g3063438 

95 

6.0e-46 

251 

84 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

166327 

LIB3234-003-P1-K1-D6 

BLASTN 

g2281648 

203 

l.Oe-110 

207 

100 

Arabidopsis thaliana AP2 domain containing protein RAP2,12 
mRNA, partial cds 



166328 

LIB3234-003-P1-K1-D7 

BLASTN 

g972918 

160 

9.0e-85 

256 

91 

Arabidopsis thaliana IAA8 



(IAA8) gene complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166329 

LIB3234-003-P1-K1-D8 

BLASTX 

gl32074 

576 

l.Oe-59 

117 

94 



22397 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 


166330 


Seq. ID 


LIB3234-003-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4678285 


BLAST score 


195 


E value 


5.0e-15 


Match length 


113 


% identity 


42 


NCBI Description 


{AL049660) putative protein [Arabidopsis thaliana] 


Seq. No. 


166331 


Seq. ID 


LIB3234-003-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


04056476 


BLAST score 


79 


E value 


2 . Oe-36 


Match length 


259 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F3G5 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166332 


Seq. ID 


LIB3234-003-P1-K1-E12 . 


Method 


BLASTX 


NCBI GI 


gl40292 


BLAST score 


387 


E value 


l.Oe-37 


Match length 


88 


% identity 


86 



NCBI Description HYPOTHETICAL 21.5 KD PROTEIN (ORE 184) 

>gi_82208_pir ^A05197 hypothetical protein 184 - common 

tobacco chloroplast >gi_11843_emb_CAA77363_ (Z00044) 
hypothetical protein [Nicotiana tabacum] - 
>gi_225211_prf 1211235AR ORE 184 [Nicotiana tabacum] 

166333 

LIB3234-0Q3-P1-K1-E2 
BLASTX 
g2288887 
214 

3.0e-17 
87 
54 

{Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA7 6803_ {Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC0054 99) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 166334 

Seq. ID LIB3234-003-P1-K1-E4 

Method BLASTX 



22398 



NCBI GI 


g4138179 


BLAST score 


439 


E value 


l.Oe-43 


Match length 


99 


% identity 


86 


NCBI Description 


{AJ223969) elongation factor 1 a 




domestical 


Seq. No. 


166335 


Seq. ID 


LIB3234-003-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4001805 


BLAST score 


180 


E value 


3.0e-13 


Match length 


99 


% identity 


40 


NCBI Description 


(AF041476) BAF53a [Mus musculus] 


Seq. No. 


166336 


Seq. ID 


LIB3234-003-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4001805 


BLAST score 


142 


E . value 


9.0e-09 


Match length 


57 


% identity 


51 


NCBI Description 


(AF041476) BAF53a FMus musculusl 


Seq. No. 


166337 


Seq. ID 


LIB3234-003-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4582787 


BLAST score 


149 


E value 


9.0e-10 


Match length 


74 


% identity 


45 


NCBI Description 


{AJ012281) adenosine kinase [Zea 


Seq. No. 


166338 


Seq. ID 


LIB3234-Q03-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g4589446 


BLAST score 


44 


E value 


l.Oe-15 


Match length 


192 


% identity 


81 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




T12B11, complete sequence 


Seq. No. 


166339 


Seq. ID 


LIB3234-003-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


g3176693 


BLAST score 


258 


E value 


l.Oe-143 


Match length 


338 


% identity 


94 



alpha subunit [Malus 



PI clone 



22399 



NCBI Description 



Arabidopsis thaliana chromosome I BAG T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 





Seq. No. 


166340 




Seq. ID 


LIB3234-003-P1-K1-F7 




Method 


BLASTN 




NCBI GI 


gll09698 




BLAST score 


55 




E value 


3.0e-22 




Match length 


210 




% identity 


85 




NCBI Description 


A. thaliana mRNA for gibberellin 20-oxidase (1425 bp) 




Seq. No. 


166341 




Seq. ID 


LIB3234-003-P1-K1-F8 




Method 


BLASTN 




NCBI GI 


gll09698 




BLAST score 


32 




E value ^ 


l.Oe-08 




Match length 


88 




% identity 


84 




NCBI Description 


A. thaliana mRNA for gibberellin 20-oxidase (1425 bp) 




Seq. No. 


166342 




' Seq. ID 


LIB3234-003-P1-K1-G7 




Method 


BLASTX 




NCBI GI 


g3023217 




BLAST score 


357 




E value 


5.0e-34 


P; 


Match length 


93 


; ; 


% identity 


84 




NCBI Description 


14-3-3-LIKE PROTEIN GF14 NU >gi_1531631 (U60445) GF14 nu 






[Arabidopsis thaliana] 




Seq, No. 


166343 




Seq. ID 


LIB3234-003-P1-K1-H2 


: - 


Method 


BLASTN 


— — 


NCBI GI 


gl2218 




BLAST score 


212 




E value 


l.Oe-116 


i : 


Match length 


320 




% identity 


91 




NCBI Description 


Sinapis alba chloroplast trnG gene for transfer RNA-Gly 




Seq. No. 


166344 




Seq. ID 


LIB3234-003-P1-K1-H4 




Method 


BLASTN 




NCBI GI 


g3335170 




BLAST score 


199 




E value 


l.Oe-108 




Match length 


367 




% identity 


88 




NCBI Description 


Arabidopsis thaliana embryo-specific protein 3 (ATS3) gene, 






complete cds 




Seq. No. 


166345 




Seq. ID 


LIB3234-004-P1-K1-A1 



22400 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g419757 

613 

6.0e-64 

146 

84 

ketol-acid reductoisomerase 
Arabidopsis thaliana 



(EC 1.1.1.86) precursor - 



166346 

LIB3234-004-P1-K1-A10 

BLASTX 

g2702279 

125 

l.Oe-63 

129 

99 

(AC003033) putative phosphate transporter [Arabidopsis 
thaliana] >gi_278034 5_dbj_BAA24 280_ (AB000093) inorganic 
phosphate transporter [Arabidopsis thaliana] >gi_2914 691 
(AC003974) .putative phosphate transporter [Arabidopsis 
thaliana] 



Seq. No. 


• 166347 


Seq. ID 












BLAST score 


125 


E value 


2.0e-22 


Match length 


116 


% identity 


4 4 


NCBI Description 


(AL04 9481) putative oxidoreductase [Arabidops 


Seq. No. 


166348 


Seq. ID 


LIB3234-004-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


445 


E value 


4 .Oe-44 


Match length 


89 


% identity 


93 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 


Seq. No. 


166349 


Seq. ID 


LIB3234-004-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl657268 


BLAST score 


610 


E value 


2.0e-63 


Match length 


165 


% identity 


68 


NCBI Description 


(YG7701) aminopeptidase [Homo sapiens] 


Seq. No. 


166350 ^ 


Seq. ID 


LIB3234-004-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g4580386 



22401 



BLAST score 


36 


E value 


5.0e-ll 


Match length 


60 


% identity 


90 


NCBI Description 


ArabidoDsis thaliana chromosome II BAC T8018 apnomir 




sequence, complete sequence 


Seq, No. 


166351 


Seq. ID 


LIB3234-004-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl262171 


BLAST score 


689 


E value 


9.0e-73 


Match length 


138 


% identity 


99 


NCBI Description 


(U21557) phosDhoorotein ohosohatase 2A. reaulatorv snhnn 




A [Arabidopsis thaliana] 


Seq, No. 


166352 


Seq. ID 


LIB3234-004-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2864614 


BLAST score 


188 


E value 


5.0e-14 


Match length 


140 


% identity 


66 


NCBI Description 


( AL02 1811^ out ^5 i" 1 \Tf^ ViTCtf' i n f A y^HH Hor^<5 i<5 ■hHalianal 


Seq. No. 


166353 


Seq. ID 


LIB3234-004-P1-K1-A6 


Method 


BLASTN ' 


NCBI GI 


g4006885 


BLAST score 


154 


E value 


5.0e-81 


Match length 


505 


% identity 


98 


NCBI Description 


Arabidoosis thaliana DNA chromosome 4 ES5^A I AP9 rnntin 




fracrment No 


Seq. No. . 


166354 


Seq. ID 


LIB3234-004-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gll69598 


BLAST score 


414 


E value 


9.0e-41 


Match length 


90 


% identity 


84 


NCBI Description 


OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 




(DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 




desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166355 

LIB3234-004-P1-K1-A9 

BLASTN 

g4580386 

60 

6.0e-25 



22402 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 
94 

Arabidopsis thaliana chromosome II BAC T8018 genomic 
sequence, complete sequence 

166356 

LIB3234-004-P1-K1-B1 

BLASTN 

g3522932 

212 

l.Oe-115 

516 

98 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166357 

LIB3234-004-P1-K1-B10 

BLASTX 

gl27041 

542 

l.Oe-55 

109 

95 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

166358 

LIB3234-004-P1-K1-B12 

BLASTX 

g3421102 

77 

4.0e-44 

91 

95 

{AF043530) 
thaliana] 



20S proteasome beta subunit PBBl [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166359 

LIB3234-004-P1-K1-B3 

BLASTN 

g4539402 

292 

l.Oe-163 

477 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

166360 

LIB3234-004-P1-K1-B4 

BLASTX 

gll8926 

242 



F7L13 



22403 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-45 

167 

55 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein ] 

[Craterostigma plantagineum] 

166361 

LIB3234-004-P1-K1-B6 

BLASTX 

gl345967 

360 

3.0e-34 

112 

64 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

(VERSION 2) >gi_32264 9_pir omega-3 fatty acid 

desaturase (EC 1.14.99.-) - rape >gi_167148 (L01418) 
linoleic acid desaturase [Brassica napus] 

166362 

LIB3234-004-P1-K1-B7 

BLASTX 

gl477480 

164 

2.0e-27 

88 

78 

(U40341) carbamoyl phosphate synthetase large chain 
[Arabidopsis thaliana] 

166363 

LIB3234-004-P1-K1-B8 

BLASTN 

g4490734 

279 

l.Oe-155 

451 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166364 

LIB3234-004-P1-K1-C1 

BLASTX 

g3695396 

305 

2.0e-35 

97 

81 

(AF096372) contains similarity to Arabidopsis thaliana 
retrotransposon Athila (GB:X81801) [Arabidopsis thaliana] 



Seq. No. 



166365 



22404 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3234-004-P1-K1-C10 

BLASTX 

gl657268 

621 

8.0e-65 

164 

70 

(Y07701) aminopeptidase [Homo sapiens] 
166366 

LIB3234-004-P1-K1-C11 

BLASTX 

g4581146 

615 

4 .Oe-64 

136 

90 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

166367 

LIB3234-004-P1-K1-C12 

BLASTN 

g4589437 

153 

2.0e-80 

440 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 

166368 

LIB3234-004-P1-K1-C2 

BLASTX 

gll69476. ■ 

733 

6.0e-78 

143 

99 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

166369 

LIB3234-004-P1-K1-C3 

BLASTN 

g3702724 

81 

l.Oe-37 

421 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17N15, complete sequence [Arabidopsis thaliana] 

166370 

LIB3234-004-P1-K1-C7 
BLASTN 



22405 



NCBI GI 


g3128142 


BLAST score 


396 


E value 


O.Oe+00 -■ 


Match length 


479 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MQN23, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166371 


Seq. ID 


LIB3234-004-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


396 


E value 


5.0e-39 


Match length 


74 


% identity 


99 


NCBI Description 


{U66916) 12S cruciferin seed storage protein [Arabidopsi 




thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


166372 


Seq. ID 


LIB3234-004-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 


702 • 


E value 


3.0e-74 


Match length 


145 


% identity 


96 


NCBI Description 


(AC002328) F2202.18 [Arabidopsis thaliana] 


Seq. No. 


166373 


Seq. ID 


LIB3234-004-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3273743 


BLAST score 


354 


E value 


3.0e-54 


Match length 


116 


% identity 


96 


NCBI Description 


(AF057357) lipid transfer protein 2 precursor [Arabidops: 




thaliana] >gi_3786019 (AC005499) unknown protein 




[Arabidopsis thaliana] 


Seq. No. 


166374 


Seq. ID 


LIB3234-004-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g4159706 


BLAST score 


50 


E value 


5.0e-19 


Match length 


114 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MGL6, complete sequence 


Seq. No. 


166375 


Seq. ID 


LIB3234-004-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2213597 



22406 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 

2.0e-35 . 

85 

92 

(AC000348) T7N9.17 [Arabidopsis thaliana] 
166376 

LIB3234-004-P1-K1-E1 

BLASTN 

g4371278 

307 

l.Oe-172 

431 

98 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166377 

LIB3234-004-P1-K1-E10 

BLASTN 

g2760165 

66 

7.0e-29 
185 
8 6 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166378 

LIB3234-004-P1-K1-E11 

BLASTX 

g2245136 

141 

l.Oe-50 

156 

67 

(Z97344) trehalose-6-phosphate synthase homolog" 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length' 



166379 

LIB3234-004-P1-K1-E3 

BLASTN 

g3128166 

36 

l.Oe-10 

192 

84 

Arabidopsis thaliana chromosome II BAC F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166380 

LIB3234-004-P1-K1-F1 

BLASTX 

g3540208 

220 

9.0e-18 
124 



22407 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
166381 

LIB3234-004-P1-K1-F11 

BLASTX 

g2i60133 

138 

3,0e-25 

143 

50 

{AC000375) Strong similarity to Arabidopsis 
gb_X91953,F19K23.3,F19K23.15. ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

166382 

LIB3234-004-P1-K1-F12 

BLASTX 

gl67367 

225 

2.0e-36 

100 

74 

(L08199) peroxidase [Gossypium hirsutum] 
166383 

LIB3234-004-P1-K1-F2 

BLASTN 

g3366536 

461 

O.Oe+00 

477 

99 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

166384 

LIB3234-004-P1-K1-G2 

BLASTN 

g4079614 

381 

O.Oe+00 

492 

96 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166385 

LIB3234-004-P1-K1-G3 

BLASTN 

g4586098 

262 

l.Oe-145 

306 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 



22408 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166386 

LIB3234-004-P1-K1-G6 

BLASTN 

g4262221 

105 ... . ' 

5.0e-52 

289 

88 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166387 

LIB3234-004-P1-K1-H11 

BLASTN 

g4678705 

370 

O.Oe+00 

461 

95 

Arabidopsis thaliana DNA chromosome 4, BAC' clone F10N7 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166388 

LIB3234-004-P1-K1-H2 

BLASTX 

g416911 

88 

5.0e-ll 

90 

41 

DIPHTERIA TOXIN RESISTANCE PROTEIN 2 >gi_419830_pir S34679 

diphthamide synthesis protein DPH2 - yeast (Saccharomyces 
cerevisiae) >gi_296987_emb_CAA4 9420_ {X69765) diphtheria 
toxin resistance [Saccharomyces cerevisiae] 
>gi_395234_emb_CAA52247_ (X74151) orfl [Saccharomyces 
cerevisiae] >gi_486339_emb_CAA82035_ (Z28191) ORF YKL191w 
[Saccharomyces cerevisiae] >gi_7 65109 (L01424) diphthamide 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166389 

LIB3234-004-P1-K1-H4 

BLASTX 

g2129659 

213 

5.0e-17 

146 

36 

oleosin, isoform 21K - Arabidopsis thaliana >gi_7252 60 
{L40954) oleosin [Arabidopsis thaliana] 

166390 

LIB3234-004-P1-K1-H5 

BLASTN 

g2689438 

45 



22409 



4 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-16 

183 

86 

Arabidopsis thaliana BAC F2401 chromosome 1, complete 
sequence [Arabidopsis thaliana] . 

166391 

LIB3234-006-P1-K1-A10 

BLASTX 

g66179 

532 

2.0e-54 

119 

82 

NADH dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 4 - 
common tobacco chloroplast >gi_225255_prf 1211235CP NADH 
dehydrogenase 4-like ORE 509B [Nicotiana tabacum] 

166392 

LIB3234-006-P1-K1-A11 

BLASTN 

g4159712 

114 ■ ' 

2.0e-57 

230 

96 

Arabidopsis thaliana. genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

166393 

LIB3234-006-P1-K1-A2 

BLASTX 

g3063449 

451 

3.0e-45 

98 

92 

(AC003981) F22013.il [Arabidopsis thaliana] 
166394 

LIB3234-006-P1-K1-A4 

BLASTN 

g4539378 

230 

l.Oe-126 

384 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A21 
(ESSA project) 

166395 

LIB3234-006-P1-K1-A5 

BLASTX 

gl31336 

330 

8.0e-31 
72 



22410 



% identity 92 

NCBI Description PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_727 15_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (200044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

->gi_225225_prf 1211235BG photosystem II lOkD 

'phosphoprotein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166396 

LIB3234-006-P1-K1-A6 

BLASTX 

g4056502 

586 

7.0e-61 

126 

95 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
166397 

LIB3234-006-P1-K1-A7 

BLASTX 

g3063449 

582 

2.0e-60 

124 

94 

(AC003981) F22013.il [Arabidopsis thaliana] 
-166398 

LIB3234-006-P1-K1-A8 

BLASTN 

g3063438 

105 

2.0e-52 

140 

97 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

166399 

LIB3234-006-P1-K1-A9 

BLASTX 

gl695717 

492 

7.0e-50 

123 

81 

(D89341) luminal binding protein [Arabidopsis thaliana] 
166400 

LIB3234-006-P1-K1-B1 

BLASTN 

g4006815 

67 ' 

3.0e-29 

141 

86 



22411 



NCBI Description Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


166401 


beq. ID 


LIB3234-006-P1-K1-B10 


Method . 


BLASTN 


NCBI GI 


g511598 


BLAST score 


122 


E value 


4.0e-62 


Match length 


301 


% identity 


64 


NCBI Description 


Arabidopsis thaliana cell wall orotein (APTR-1^ rrf^np 




complete cds 


Seq, No. 


166402 


Seq. ID 


LIB3234-006-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g625977 


BLAST score 


424 


E value 


7.0e-42 


Match length 


94 


% identity 


85 


NCBI Description 


D40 DrOtein homolocr — Arj^^hl Honci-i <= l-haliana ^rri ACiOCkHA 




(U01955) laminin receotor— 1 i nrni-ea-in ra-raHi Hor^c-i c 




thaliana] 


Seq. No. 


166403 


Seq. ID 


LIB3234-006-P1-K1-B2 


Method 


BLASTX 


.NCBI GI 


g4091806 


BLAST score 


95 


E value 


2.0e-03 


Match length 


86 


% identity 


27 


NCBI Description 


(AF052585) CONSTANS-like orotein 2 rMalii<; dnmp^^l- i 1 


Seq. No. 


166404 


Seq. ID 


LIB3234-006-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g4490734 


BLAST score 


36 


E value 


4.0e-ll 


Match length 


206 


% identity 


80 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4 RAr rinnfi 




project) 


Seq. No. 


166405 


Seq. ID 


LIB3234-006-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4263771 


BLAST score 


227 


E value 


9.0e-19 


Match length 


64 


% identity 


66 


NCBI Description 


(AC006218) putative nonspecific lipid-transf er protein 




precursor [Arabidopsis thaliana] 



22412 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4726121_gb_AAD28321.1_AC006436_12 (AC006436). putative 
nonspecific lipid-transf er protein precursor [Arabidopsis 
thaliana] 

166406. 

LIB3234-006-P1-K1-B5 

BLASTN 

g3510336 

207 

l.Oe-113 

388 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

166407 

LIB3234-006-P1-K1-B6 

BLASTX 

g2160164 

209 

l.Oe-16 

125 

48 

(AC000132) No definition line found [Arabidopsis thaliana] 
166408 

LIB3234-006-P1-K1-B7 

BLASTN 

g4159701 

152 

6.0e-80 

330 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K22G18, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



166409 

LIB3234-006-P1-K1-B8 

BLASTX 

g730645 

396 

l.Oe-38 

93 

87 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir_S434 12 ribosomal 
protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679 
(223161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ {Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

166410 

LIB3234-006-P1-K1-C10 

BLASTX 

g2129659 



22413 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lehgth 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



358 

4 .Oe-34 

118 

60 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

166411 

LIB3234-006-P1-K1-C11 

BLASTX 

gll09600 

657 

3.0e-69 

123 

100 

(D16628) ATsEH [Arabidopsis thaliana] >gi_2760840 
(AC003105) soluble epoxide hydrolase [Arabidopsis thaliana] 

166412 

LIB3234-006-P1-K1-C12 

BLASTN 

g2618600 

265 

l.Oe-147 

382 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDC12, complete sequence [Arabidopsis thaliana] 

166413 

LIB3234-006-P1-K1-C3 

BLASTX 

g2160186 

332 

4,0e-31 
77 
87 

(AC000132) Identical to A. 
[Arabidopsis thaliana] 



thaliana HEMA2 (gb_U27118) 



166414 

LIB3234-006-P1-K1-C4 

BLASTN 

g511598 

342 

O.Oe-KOO 
358 . 
32 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 

166415 

LIB3234-006-P1-K1-C5 

BLASTX 

gl628583 

212 

4.0e-17 



22414 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 
94 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ {AL02174 9) 123 
cruciferin seed storage protein [Arabidopsis thaliana] 

166416 

LIB3234-006-P1-K1-C6 

BLASTN 

g3241927 

211 

l.Oe-115 

381 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 

166417 

LIB3234-006-P1-K1-C8 

BLASTX 

gl346263 

400 

5.0e-39 
82 

98 ' 

GLUTAMYL-TRNA REDUCTASE 2 PRECURSOR (GLUTR) 

>gi_214 6736 _J>ir S65773 glutamyl-tRNA reductase 2 precursor 

- Arabidopsis thaliana >gi_1049057 (U27118) glutamyl-tRNA 
reductase [Arabidopsis thaliana] 

166418 

LIB3234-006-P1-K1-D1 

BLASTN 

g2842474 

161 

l.Oe-85 

180 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166419 

LIB3234-006-P1-K1-D10 

BLASTN 

g2656025 

149 

3.0e-78 

201 

94 

Arabidopsis thaliana genomic 
MCD7 



DNA, chromosome 5, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166420 

LIB3234-006-P1-K1-D12 

BLASTX 

g4773906 

423 



22415 



E value 


l.Oe-41 


Match length 


92 


% identity 


89 


NCBI Description 


(AF074021) putative s 




thaliana] 


Seq. No. 


166421 


Seq. ID 


LIB3234-006-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g4580381 


BLAST score 


181 


E value 


2.0e-97 


Match length 


305 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




sequence, complete se 


Seq. No. 


166422 


Seq. ID 


LIB3234-006-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g2924729 


BLAST score 


40 


E value 


4 .Oe-13 


Match length 


72 


% identity 


89 


NCBI Description 


Arabidopsis thaliana > 




MNA5/ complete sequen 


Seq. No, 


166423 


Seq. ID 


LIB3234-006-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2330885 


BLAST score 


205 


E value 


3.0e-16 


Match length 


123 


% identity 


39 


NCBI Description 


(AJ000486) methionine 


Seq. No. 


166424 


Seq. ID 


LIB3234-006-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g4756963 


BLAST score 


318 


E value 


l.Oe-179 


Match length 


338 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 1 




(ESSA project) 


Seq. No. 


166425 


Seq. ID 


LIB3234-006-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gll72498 


BLAST score 


655 


E value 


6.0e-69 


Match length 


126 


% identity 


74 



PI clone: 



[Arabidopsis thaliana] 



BAC clone F10M23 



22416 



NCBI Description 



PHYTOCHROME E >gi_1076376_pir S46313 phytochrome E - 

Arabidopsis thaliana >gi_452817_emb_CAA54075_ (X7 6610) 
phytochrome E [Arabidopsis thaliana] 



Seq. No. 


166426 


Seq. ID 


LIB3234-006-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g2213606 


BLAST score 


372 


E value 


0 . Oe+00 


Match length 


380 


% identity 


99 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


166427 


Seq. ID 


LIB3234-006-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g2673901 


BLAST score 


337 


E value 


0 . Oe+00 


Match length 


353 


% identity 


99 


NCBI Description 


ArabidoDsis thaliana chromosome II BAP TP4P1S 




sequence, complete sequence [Arabidopsis thali 


Seq. No. 


166428 


Seq. ID 


LIB3234-006-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


155 


E value 


3 . Oe-10 


Match length 


64 


% identity 


45 


NCBI Description 


(AB019195) PVlOO [Cucurbita maxima] 


Seq. No. 


166429 


Seq. ID 


LIB3234-006-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4510397 


BLAST score 


662 


E value 


9.0e-70 


Match length 


126 


% identity 


99 


NCBI Description 


(AC006587) putative preproMP27-MP32 [Arabidops 


Seq. No. 


166430 


Seq. ID 


LIB3234-006-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


g3449326 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


54 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 



genomic 



K19M22, 



22417 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166431 

LIB3234-006-P1-K1-F10 

BLASTX 

g2894574 

623 

3.0e-65 
127 

97 - y 

{AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 

166432 

LIB3234-006-P1-K1-F12 

BLASTX 

g3169175 

153 

5.0e-10 

41 

66 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166433 

LIB3234-006-P1-K1-F2 

BLASTX 

g2129658 

319 

l.Oe-29 

116 

56 

oleosin type 2 - Arabidopsis thaliana 

>gi_11074 97_emb_CAA63022_ (X91956) oleosin type2 

[Arabidopsis thaliana] 

166434 

LIB3234-006-P1-K1-F4 

BLASTX 

g4325282 

290 

4.0e-26 

56 

93 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166435 

LIB3234-006-P1-K1-G1 

BLASTX 

g226996 

330 

7.0e-31 

61 

100 



NCBI Description petB2 gene [Pisum sativum] 



22418 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166436 

LIB3234-006-P1-K1-G11 

BLASTX 

g4204299 

629 

7.0e-66 

125 

98 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

166437 

LIB3234-006-P1-K1-G12 

BLASTX 

g4150874 

145 

l.Oe-09 

69 

39 

(AJ011848) ndhD gene product [Hordeum vulgare] 
166438 

LIB3234-006-P1-K1-G2 

BLASTN 

g4589439 

144 

3.0e-75 

304 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQMl, complete sequence 



Seq, No. 
Seq. ID 



166439. 

LIB3234-006-P1-K1-G3 

BLASTN 

gl2279 

34 

l.Oe-09 

42 

95 

Spinach chloroplast genes for the D2 and 4 4 kd reaction 
centre, chlorophyll a-binding protein and for tRNA-Ser 
(UGA) 

166440 

LIB3234-006-P1-K1-G7 

BLASTX 

g4455342 

360 

2.0e-34 

122 

58 

(AL035522) 0-methyltransf erase-like protein [Arabidopsis 
thaliana] 

166441 

LIB3234-006-P1-K1-H1 



22419 



Method BLASTX 

NCBI GI g3935149 

BLAST score 627 

E value l.Oe-65 

Match length 127 

% identity 98 

NCBI Description (AC005106) T25N20.13 [Arabidopsis thaliana] 

Seq. No. 166442 

Seq. ID LIB3234-006-P1-K1-H10 

Method BLASTX 

NCBI GI g4587532 

BLAST score 333 

E value 4.0e-31 

Match length 113 

% identity 57 

NCBI Description (AC007060) Strong similarity to F19I3.2 gi_3033375 putative 



berberine bridge enzyme from Arabidopsis thaliana BAG 
gb_AC004238. This gene 

166443 

LIB3234-006-P1-K1-H11 
BLASTN 
g2924651 
131 

2.0e-67 

329 " ^ . 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K2A18, complete sequence [Arabidopsis thaliana] 

Seq. No. 166444 

Seq. ID LIB3234-006-P1-K1-H12 

Method BLASTX 

NCBI GI g4406775 

BLAST score 190 

E value 2.0e-14 

Match length 106 

% identity 35 

NCBI Description (AC006836) unknown protein [Arabidopsis thaliana] 

Seq. No. 166445 

Seq. ID LIB3234-006-P1-K1-H2 

Method BLASTX 

NCBI GI gll09699 

BLAST score 530 

E value 3.0e-54 

Match length 101 

% identity 100 

NCBI Description (X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 

Seq. No. 166446 

Seq. ID LIB3234-006-P1-K1-H3 

Method BLASTX 

NCBI GI gll2682 

BLAST score 591 

E value 2.0e-61 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Djescription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



118 
95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir_S08510 
cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

166447 

LIB3234-006-P1-K1-H4 

BLASTN 

g2827538 

370 

O.Oe+00 

390 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T12H17 



166448 

LIB3234-006-P1-K1-H5 

BLASTN 

g408482 

44 

2.0e^-15 

195 

90 

Arabidopsis thaliana chloroplast omega-r fatty acid 
desaturase gene, complete cds 

166449 

LIB3234-006-P1-K1-H7 

BLASTN 

g4733953 

226 

l.Oe-124 

304 

95 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

166450 

LIB3234-006-P1-K1-H8 

BLASTX 

gl076632 

544 

6.0e-56 

126 

81 

protein kinase - common tobacco >gi_506534_emb_CAA50374 
(X71057) protein kinase [Nicotiana tabacum] ~ 

166451 

LIB3234-006-P1-K1-H9 

BLASTN 

g2160689 

312 



22421 



E value 
Match length 
% identity 
NCBI" Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

■Match length ^ 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-175 

320 

99 

Arabidopsis thaliana B* regulatory subunit of PP2A 
(AtB' alpha) m^lNA, complete cds 

166452 

LIB3234-008-P1-K1-A1 

BLASTX 

g633890 

241 

9.0e-21 

75 

65 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeuiti 
vulgare] 

166453 

LIB3234-008-P1-K1-A12 

BLASTN 

g3600045 

121 

2.0e-61 

370 

94 

Arabidopsis thaliana BAC F2P3 
166454 

LIB3234-008-P1-K1-A2 ^ 

BLASTX 

g3860247 

558 

l.Oe-57 

107 

96 

(AC005824) unknown protein [Arabidopsis thaliana] 
166455 

LIB3234-008-P1-K1-A3 

BLASTX 

gl419388 

340 

5.0e-32 

75 

84 

{X98925) stromal ascorbate peroxidase [Arabidopsis 
thaliana] 

166456 

LIB3234-008-P1-K1-A4 

BLASTX 

gll6527 

460 

4.0e-46 

97 

88 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORE 196) 



22422 



>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_enib_CAA77422_ (Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabacum] 



Seq. No. 


166457 


Seq. ID 


LIB3234-008-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2245006 


BLAST score 


218 


E value 


1 . Oe-17 


Match length 


87 


% identity 


49 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


166458 


Seq. ID 


LIB3234-008-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2577957 


BLAST score 


448 


E value 


1 ne-44 


Match length 


122 


% identity 


73 


NCBI Description 


(AJ002473) ABI3 protein [Arabidopsis thaliana] 


Seq. No. 


166459 


Seq. ID 


LIB3234-008-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl345973 


BLAST score 


425 


E value 


5.0e-42 


Match length * 


96 


% identity 


81 


NCBI Description 


OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 



>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 {L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 166460 

Seq. ID LIB3234-008-P1-K1-A8 

Method BLASTX 

NCBI GI g3002603 

BLAST score 238 

E value 2.0e-30 

Match length 86 

% identity 79 

NCBI Description (AF033679) histone H3 [Bellamya heudi guangdungensis] 

Seq. No. 166461 

Seq. ID LIB3234-008-P1-K1-A9 

Method BLASTN 

NCBI GI g3176695 

BLAST score 315 



22423 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-^eq. No. 
Seq. ID 
Method 
NCBI GI 



l.Oe-177 

331 

52 

Arabidopsis thaliana chromosome I BAG F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 

166462 

LIB3234-008-P1-K1-B10 

BLASTN 

g3047100 

325 

O.Oe+00 

359 

97 

Arabidopsis thaliana BAC F6N23 
166463 

LIB3234-008-P1-K1-B12 

BLASTN 

g3241916 

346 

O.Oe+00 

.374 
'98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K15N18, complete sequence [Arabidopsis thaliana] 

166464 

LIB3234-008-P1-K1-B4 

BLASTX 

gll2682 

641 

2.0e-67 

122 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

166465 

LIB3234-008-P1-K1-B5 

BLASTN 

g4006815 

87 

3.0e-41 

250 

97 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166466 

LIB3234-008-P1-K1-B6 

BLASTN 

g2252848 



22424 



BLAST score 


34 




E value 


1 .Oe-09 




Match length 


165 




% identity 


85 




NCBI Description 


ArabidoD^ii s 

fc^ ^ V.AV-/ km/ ^ W 


tha 1 lana 


Seq. No. 


166467 




Seq. ID 


LIB3234-008- 


-P1-K1-B9 


Method 


BLASTN 




NCBI GI 


g2244870 




BLAST score 


364 




E value 


0 . Oe+00 




Match length 


376 




% identity 


99 




NCBI Description 


Arabidonsis 


t ha 1 iana 




f racrment No 




Seq. No. 


166468 




Seq. ID 


LIB3234-008- 


"Pl-Kl-Cl 


Method 


BLASTX 




NCBI GI 


g2959734 




BLAST score 


345 




E value 


l.Oe-32 




Match length 


88 




% identity 


78 





ESSA I contig 



NCBI Description 



(Y13650) homologous to GATA-binding transcription factors 
[Arabidopsis thaliana] 



Seq. No. 


166469 


Seq. ID 


LIB3234-008-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


gl2216 


BLAST score 


240 


E value 


l.Oe-132 


Match length 


316 


% identity 


94 


NCBI Description 


Sinapis alba chloroplast rpsl6 gene 


Seq. No. 


166470 


Seq. ID 


LIB3234-008-P1-K1-C2 


Method 


BLASTN 


NCBI GI 


g4699904 


BLAST score 


320 


E value 


l.Oe-180 


Match length 


374 


% identity 


90 


NCBI Description 


Genomic sequence for Arabidopsis thaliana 




complete sequence 


Seq. No. 


166471 


Seq. ID 


LIB3234-008-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4581161 


BLAST score 


75 


E value 


4,0e-34 


Match length 


242 


% identity 


23 



22425 



NCBI Description 



Arabidopsis thaliana chromosome II BAG T20G20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166472 

LIB3234-008-P1-K1-C4 

BLASTN 

g4510360 

352 

O.Oe+00 

368 

88 

Arabidopsis thaliana chromosome II BAG F11F19 genomic 
sequence, complete sequence 

166473 

LIB3234-008-P1-K1-C5 

BLASTX 

gll07501 

386 

2.0e-37 

99 

80 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

166474 

LIB3234-008-P1-K1-C7 

BLASTX 

gll2740 

236 

8.0e-20 

112 

50 

NAPIN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 

166475 

LIB3234-008-P1-K1-C9 

BLASTX 

g4204299 

629 

6.0e-66 

124 

96 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 

166476 

LIB3234-008-P1-K1-D1 

BLASTX 

gll07501 

371 

l.Oe-35 



22426 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



111 
68 

{X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

166477 

LIB3234-008-P1-K1-D10 

BLASTN 

g4519195 

339 

O.Oe+00 

355 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

166478 

LIB3234-008-P1-K1-D11 

BLASTX 

gll2682 

590 

2.0e-61 

117 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

166479 

LIB3234-008-P1-K1-D2 

BLASTX 

g3808062 

155 

3.0e-10 

64 

45 

(AB019195) PVlOO [Cucurbita maxima] 
166480 

LIB3234-008-P1-K1-D3 

BLASTX 

g2459417 

626 

l.Oe-65 

125 

98 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

166481 

LIB3234-008-P1-K1-D4 

BLASTX 

g3068713 



22427 



BliAST score 4 4 

E value 6.0e-24 

Match length 113 

% identity 60 

NCBI Description {AF049236) unknown [Arabidopsis thaliana] 

Seq. No. 166482 

Seq. ID LIB3234-008-P1-K1-D5 

Method BLASTN 

NCBI GI g3510337 

BLAST score 74 

E value 2.0e-33 

Match length 234 

% identity 83 
NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 



K19E20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166483 

LIB3234-008-P1-K1-D6 

BLASTX 

g2342727 

357 

5.0e-34 

92 

75 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
166484 

LIB3234-008-P1-K1-D9 

BLASTN 

g2264306 

366 

O.Oe+00 

374 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 

166485 

LIB3234-008-P1-K1-E1 

BLASTX 

g207905 

171 

3.0e-12 

122 

34 

(M18027) alpha globulin B [Artificial gene] 



Seq. No. 166486 

Seq. ID LIB3234- 

Method BLASTX 

NCBI GI g266693 

BLAST score 367 

E value 2.0e-35 

Match length 96 

% identity 79 
NCBI Description OLEOSIN 



008-Pl-Kl-ElO 



>gi_282875_pir S22538 oleosin - Arabidopsis 



22428 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



thaliana >gi_16405_emb_CAA4 4225_ {X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
{AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



166487 

LIB3234-008-P1-K1-E11 

BLASTX 

g480450 

329 

9.0e-31 

80 

86 

ketol-acid reductoisomerase (EC 1.1.1.8 6) 
thaliana >gi_402552_emb_CAA4 9506 (X69880) 



■ Arabidopsis 
ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



166488 

LIB3234-008-P1-K1-E12 

BLASTX 

g477280 

169 

6.0e-12 

59 

58 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi_410633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber. Peptide Mitochondrial, 
534 aa] 

166489 

LIB3234-008-P1-K1-E4 

BLASTX 

g2129659 

289 

4.0e-26 
92 

63 ' 

oleosin, isoform 21K - Arabidopsis thaliana >gi_7252 60 
(L40954) oleosin [Arabidopsis thaliana] 

166490 

LIB3234-008-P1-K1-E5 

BLASTN 

g4263694 

365 

O.Oe+00 

369 

100 

Arabidops is thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

-166491 

LIB3234-008-P1-K1-E6 

BLASTX 

g2191176 

486 



22429 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-49 

107 

90 

(AF007270) Similar to SRF-type transcription factor 
[Arabidopsis thaliana] 

166492 

LIB3234-008-P1-K1-E8 

BLASTN 

g4757390 

357 

O.Oe+00 

377 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F24B18, complete sequence 

166493 

LIB3234-008-P1-K1-E9 

BLASTX 

gll76658 

242 

2,0e-20 

101 

47 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

166494 

LIB3234-008-P1-K1-F1 

BLASTX 

g544415 

292 

2.0e-26 

109 

54 

GLYCEROL-3-PHOSPHATE DEHYDROGENASE MITOCHONDRIAL PRECURSOR 
(GPD-M) (GPDH-M) >gi_627996_pir ^A54051 

glycerol-3-phosphate dehydrogenase (EC 1.1.99.5) precursor 
- rat >gi_493022 (U08027) glycerolphosphate dehydrogenase 
[Rattus norvegicus] >gi_603583_emb_CAA55329_ (X78593) 
glycerol-3-phosphate dehydrogenase [Rattus norvegicus] 

166495 

LIB3234-008-P1-K1-F10 

BLASTX 

g419757 

491 

9.0e-50 

119 

83 

ketol-acid reductoisomerase 
Arabidopsis thaliana 



(EC 1.1.1.86) precursor - 



Seq. No. 
Seq. ID 



166496 

LIB3234-008-P1-K1-F11 



22430 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915961 

273 

l.Oe-24. 

57 

95 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_eiTib_CAA77427_ (Z00044) ycf2 protein [Nicotiana 
tabacuiu] >gi_2924285_emb_CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No. 


166497 


Seq. ID 


LIB3234-008-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3063706 


BLAST score 


342 


E value 


3 . Oe-32 


Match length 


78 


ft i Hpnt "i 1" V 


82 


NCBI Descriotion 


\t\±j\j ^ ^ ^ o / } puLdu-Lve procein (.iiraDiaopsis tnaxiana 


C ^ LN ^ . 


X O D *± ^ O 


Seq. ID 


LIB3234-008-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2499964 


BLAST score 


690 


E value 


4.0e-73 


Match length 


123 


% identity 


99 


NCBI Description 


PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 




>gi_669096_emb_CAA58958_ {X84153) photosystem I s\ 




[Antirrhinum ma jus] 


Seq. No. 


166499 


Seq. ID 


LIB3234-008-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl916613 


BLAST score 


4 62 


E value 


2.0e-46 


Match length 


96 


% identity 


100 



NCBI Description (U62029) acetyl-CoA carboxylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 



166500 

LIB3234-008-P1-K1-F8 

BLASTX 

g4539421 

368 

3.0e-35 

97 

72 

{AL049171) putative protein [Arabidopsis thaliana] 
166501 

LIB3234-008-P1-K1-F9 

BLASTX 

g421836 



22431 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



454 

2.0e-45 . 

92 

100 

G-box-binding factor GF14 - Arabidopsis thaliana >gi_553040 
(M96855) GF14 [Arabidopsis thaliana] 

166502 

LIB3234-008-P1-K1-G1 

BLASTX 

g544424 

423 

9,0e-42 

89 

93 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 {L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224__gb_AAD23639. 1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

166503 

LIB3234-008-P1-K1-G10 

BLASTN 

g4733953 

311 

l.Oe-175 

369 

96 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

166504 

LIB3234-008-P1-K1-G11 

BLASTX 

g3925239 

407 

7.0e-40 

105 

76 

(AF037037) 
[Zea mays] 



6-phosphogluconate dehydrogenase isoenzyme A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166505 

LIB3234-008-P1-K1-G12 

BLASTX 

g2605714 

447 

l.Oe-44 

110 

81 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 



166506 



22432 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-008-P1-K1-G2 

BLASTX 

gl35858 

276 

2.0e-24 

56 

98 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_einb_CAA45114_ {X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

166507 

LIB3234-008-P1-K1-G3 

BLASTX 

g3023848 

531 

2.0e-54 

105 

56 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA -SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaMana] 



Seq. No. 


166508 


Seq. ID 


LIB3234-008 


Method 


BLASTX 


NCBI GI 


g3063706 


BLAST score 


345 


E value 


l.Oe-32 


Match length 


79 


% identity 


81 


NCBI Description 


(AL022537) ] 


Seq. No. 


166509 


Seq. ID 


LIB3234-008- 


Method 


BLASTN 


NCBI GI 


g2924653 


BLAST score 


98 


E value 


4 .Oe-48 


Match length 


134 


% identity 


93 


NCBI Description 


Arabidopsis 




MDA7, compl( 


Seq. No. 


166510 


Seq. ID 


LIB3234-008- 


Method 


BLASTX 


NCBI GI 


g2505874 


BLAST score 


194 


E value 


6.0e-15 


Match length 


57 


% identity 


74 



22433 



NCBI Description (Y12776) putative kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166511 

LIB3234-008-P1-K1-G7 

BLASTN 

g3080406 

59 

5.0e-25 

99 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



166512 

LIB3234-008-P1-K1-G8 

BLASTX 

g2781394 

386 

l.Oe-37 

82 

99 

(U70424) 0-methyltransf erase 1 



F23E12 



[Arabidopsis thaliana] 



166513 

LIB3234-008-P1-K1-H11 

BLASTN 

g2656025 

342 

O.Oe+00 

370 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCD7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166514 

LIB3234-008-P1-K1-H12 

BLASTX 

g2832777 

272 

5.0e-24 

123 

50 

(AL021086) /prediction^ (method: ; /prediction= (method: ; 
/match= (desc: ; /match= (desc : ; /match= (desc : ; /match=(des( 
EST embl_AA735498_AA735498 comes from the 5' UTR 
[Drosophila melanogaster] 

166515 

LIB3234-008-P1-K1-H3 
BLASTX 
g2979541 
. 661 
l.Oe-69 
124 
97 

{AC003680) hypothetical protein, 5" 
thaliana] 



partial [Arabidopsis 



22434 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%, Identity 

NCBI Description 



166516 

LIB3234-008-P1-K1-H4 

BLASTX 

gll8926 

251 

l.Oe-21 

96 

54 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

166517 

LIB3234-008-P1-K1-H5 

BLASTX 

g625977 

555 

3.0e-57 

108 

100 

p40 protein homolog - Arabidopsis thaliana >gi__402904- 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166518 

LIB3234-008-P1-K1-H6 

BLASTN 

g4006815 

92 

4.0e-44 

186 

100 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166519 

LIB3234-008-P1-K1-H7 

BLASTX 

g2618688 

191 

2.0e-26 

76 

78 

(AC002510) putative esterase D [Arabidopsis thaliana] 
166520 

LIB3234-008-P1-K1-H8 

BLASTX 

gl592677 

202 

7.0e-16 

113 

42 



22435 



NCBI Description 



(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method ; 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166521 

LIB3234-008-P1-K1-H9 

BLASTN 

g3985949 

286 

l.Oe-160 

358 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOB24, complete sequence [Arabidopsis thaliana] 

166522 

LIB3234-009-P1-K1-A10 

BLASTN 

g4757392 

323 

O.Oe+00 

374 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone 
K14A17, complete sequence 

166523 

LIB3234-009-P1-K1-A12 

BLASTX 

g2961390 

559 

l.Oe-57 

103 

100 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

166524 

LIB3234-009-P1-K1-A3 

BLASTX 

g3123279 

309 

2.0e-28 

72 

83 

40S RIBOSOMAL PROTEIN S26 >gi_2651298 (AC002336) putative 
ribosomal protein S26 [Arabidopsis thaliana] 

166525 

LIB3234-009-P1-K1-A6 

BLASTX 

g3953471 

106 

l.Oe-56 

119 

92 

{AC002328) F2202.16 [Arabidopsis thaliana] 



Seq. No. 



166526 



22^436 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-009-P1-K1-A9 

BLASTX 

g585165 

304 

l.Oe-27 

78 

76 

GLUCOSE- 6- PHOSPHATE 1 -DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985_pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - potato 
>gi_471345_enib_CAA52442_ {X74421) glucose- 6-phosphate 
1-dehydrogenase [Solanum tuberosum] 

166527 

LIB3234-009-P1-K1-B3 

BLASTX 

gl628583 

79 

2.0e-61 

123 

92 

. (U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

166528 

LIB3234-009-P1-K1-B4 

BLASTX 

g2388571 

472 

l.Oe-47 

93 

98 

(AC000098) Strong similarity to Arabidopsis peroxidase 
ATPER0X7A (gb_X98321) . [Arabidopsis thaliana] >gi_2738254 
(U97684) peroxidase precursor [Arabidopsis thaliana] 

166529 

LIB3234-009-P1-K1-B5 

BLASTX 

g231586 

589 

3.0e-61 

126 

90 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 •H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthas 
beta-subunit [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166530 

LIB3234-009-P1-K1-B7 

BLASTX 

g3775987 

557 

2.0e-57 



22437 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
93 

(AJ010457) RNA helicase [Arabidopsis thaliana] 
166531 

LIB3234-009-P1-K1-B8 

BLASTX 

g3763916 

291 

2.0e-26 

88 

60 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 {AC006224) unknown 
protein [Arabidopsis thaliana] 

166532 

LIB3234-009-P1-K1-C1 

BLASTX 

g3461850 

329 

l.Oe-30 

92 

78 

(AC005315) putative ligand-gated ionic channel [Arabidopsis 
thaliana] 

166533 

LIB3234-009-P1-K1-C11 

BLASTX 

g2239083 

287 

8.0e-26 

118 

53 

(Z84383) anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] >gi_2239.087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnarrioyl/benzoyltransf erase 
[Dianthus caryophyllus] 

166534 

LIB3234-009-P1-K1-C12 

BLASTX 

gl076442 

611 

8.0e-64 

119 

90 

beta-glucosidase (EC 3.2. 
>gi_7 5774 0_emb_CAA5 7 9 1 3_ 
[Brassica napus] 



1.21) - rape 

(X82577) beta-glucosidase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166535 

LIB3234-009-P1-K1-C2 

BLASTX 

g3063472 

514 



22438 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



2.0e-52 

99 

97 

(AC003981) F22013.34 [Arabidopsis thaliana] 
166536 

LIB3234-009-P1-K1-C3 

BLASTN 

g2760167 

34 

2.0e-10 

50 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

166537 

LIB3234-009-P1-K1-C6 

BLASTX 

g2062167 

239 

4.0e-20 

60 

72 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166538 

LIB3234-009-P1-K1-C8 

BLASTN 

g3687221 

57 

2.0e-23 

206 

94 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166539 

LIB3234-009-P1-K1-C9 

BLASTN 

g4210331 

195 

l.Oe-106 

259 

94 

Arabidopsis thaliana mRNA for 2-oxoglutarate dehydrogenase 
E2 subunit 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166540 

LIB3234-009-P1-K1-D1 

BLASTN 

g4757662 

76 

l.Oe-34 

252 

83 



22439 



NCBI Description 



Genomic sequence for Arabidopsis thaliana BAG F10B6 from 
chromosome I, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166541 

LIB3234-009-P1-K1-D10 

BLASTN 

g2264315 

286 

l.Oe-160 

358 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRN17, complete sequence [Arabidopsis thaliana] 

166542 

LIB3234-009-P1-K1-D11 

BLASTX 

gl731324 

164 

7.0e-13 

57 

74 

HYPOTHETICAL PROTEIN >gi_166306 (M23451) 
[Achlya ambisexualis] 



steroid receptor 



166543 

LIB3234-009-P1-K1-D12 

BLASTX 

g4587584 

358 

3.0e-34 

109 

71 

(AC007232) unknown protein [Arabidopsis thaliana] 
166544 

LIB3234-009-P1-K1-D3 

BLASTX 

g82228 

247 

4,0e-21 

78 

69 

hypothetical protein 77 - common tobacco chloroplast 
>gi_225199_prf 1211235AD ORE 77 [Nicotiana tabacum] 

166545 

LIB3234-009-P1-K1-D5 

BLASTN 

g2252823 

174 

2.0e-93 

178 

99 

Arabidopsis thaliana BAC IG005I10 



Seq, No. 



166546 



22440 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-009-P1-K1-D6 

BLASTX 

g266410 

348 

5.0e-33 

120 

60 

CDC2+/CDC28-RELATED PROTEIN KINASE R2 >gi_82507_pir S13934 

protein kinase (EC 2.7.1.37) chain cdc2/cdc28 homolog - 
rice >gi_20194_einb_CAA41172_ (X58194) cdc2 + /CDC28-related 
protein kinase [Oryza sativa] 

166547 

LIB3234-009-P1-K1-D7 

BLASTN 

g3687221 

280 

l.Oe-156 

384 

94 

Arabidopsis thaliana chromosome II BAG F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166548 . 

LIB3234-009-P1-K1-D8 

BLASTN 

g2160132 

100 

6.0e-49 

164 

90 

Sequence of BAG F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


166549 




Seq. ID 


LIB3234-009- 


-P1-K1-D9 


Method 


BLASTN 




NCBI GI 


gl448916 




BLAST score 


155 




E value 


7.0e-82 




Match length 


283 




% identity 


89 




NCBI Description 


Arabidopsis 


thaliana threonine synthase 


Seq. No. 


166550 




Seq. ID 


LIB3234-009- 


-Pl-Kl-Ell 


Method 


BLASTN 




NCBI GI 


g2191126 




BLAST score 


190 




E value 


l.Oe-102 




Match length 


384 




% identity 


97 




NCBI Description 


Arabidopsis 


thaliana BAG IG002N01 


Seq. No. 


166551 




Seq. ID 


LIB3234-009- 


-P1-K1-E2 


Method 


BLASTX 





3' end of cds 



22441 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



gl931647 
352 

2.be-33 

78 

85 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

166552 

LIB3234-009-P1-K1-E3 

BLASTX 

gl418323 

438 

2.0e-43 

122 

68 

{X98671) zinc finger protein [Arabidopsis thaliana] 
>gi_1418333_emb_CAA67228__ (X98670) zinc finger protein 
[Arabidopsis thaliana] 



166553 

LIB3234-009-P1-K1-E4 

BLASTN 

g4469002 

255 

l.Oe-141 

382 

92 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T29A15 



166554 

LIB3234-009-P1-K1-E5 

BLASTN 

g4512656 

155 

9.0e-82 

293 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

166555 

LIB3234-009-P1-K1-E7 

BLASTN 

gl6473 

159 

4 .Oe-84 

711 

17 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 
166556 

LIB3234-009-P1-K1-E8 

BLASTX 

gll2682 

272 



22442 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-24 

58 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

166557 

LIB3234-009-P1tK1-F1 

BLASTX 

gl345973 

406 

9.0e-40 

93 

81 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99,-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj_BAA04 505_ (D17579) fatty acid desaturase 
[Arabidppsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

166558 

LIB3234-009-P1-K1-F11 - 

BLASTX 

g2648032 

292 

2.0e-26 

128 

45 

(AJ001374) alpha-glucosidase [Solaniim tuberosum] 
166559 

LIB3234-009-P1-K1-F12. 

BLASTN 

g4159709 

203 

l.Oe-110 

312 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MLN21, complete sequence 



*P1 clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166560 

LIB3234-009-P1-K1-F2 

BLASTX 

g2245019 

630 

5.0e-66 

123 

98 

(Z97341) proteinase homolog [Arabidopsis thaliana] 



22443 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166561 

LIB3234-009-P1-K1-F3 

BLASTN 

g3449331 

370 

O.Oe+00 

374 

27 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 

166562 

LIB3234-009-P1-K1-F4 

BLASTX 

gl616787 

600 

2.0e-62 

117 

97 

(U71122) pyruvate decarboxylase [Arabidopsis thaliana] 

166563 . ' 

LIB3234-009-P1-K1-F5 

BLASTX 

g4454028 

264 

4.0e-23 

55 

91 

(AL035394) tyrosine transaminase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166564 

LIB3234-009-P1-K1-F6 

BLASTX 

gll9194 

349 

5.0e"33 

123 

59 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA364 98_ (X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] 

166565 

LIB3234-009-P1-K1-F9 

BLASTN 

g3449312 

114 

2.0e-57 

216 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



22444 



K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166566 

LIB3234-009-P1-K1-G10 

BLASTN 

g4512656 

147 . - 

5.0e-77 

303 

89 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

166567 

LIB3234-009-P1-K1-G11 

BLASTN 

g4220640 

349 

O.Oe+00 

373 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPEll, complete sequence [Arabidopsis thaliana] 

166568 

LIB3234-009-P1-K1-G12 

BLASTN 

g3366536 

137 

3.0e-71 

193 

95 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

166569 

LIB3234-009-P1-K1-G2 

BLASTN 

g4159712 

105 

6.0e-52 

353 

78 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

166570 

LIB3234-009-P1-K1-G3 

BLASTX 

g267073 

561 

6.0e-58 

102 

100 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 {M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 {M84701) 



22445 



beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166571 

LIB3234-009-P1-K1-G4 

BLASTX 

g2160158 

676 

2.0e-71 

126 

99 

{AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564, gb_T4 5940, gb_T04 527 come 
from this gene. [Arabidopsis thaliana] 



54-009-P1-K1-G6 

>57 

LO 



166572 
LIB323^ 
BLASTX 
g37382^ 
149 

5.0e-l( 
50 
66 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

166573 

LIB3234-009-P1-K1-G8 

BLASTX 

g2062167 

234 

l.Oe-19 

87 

51 

{AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166574 

LIB3234-009-P1-K1-G9 

BLASTX 

g207905 

141 

l.Oe-08 

64 

41 

(M18027) alpha globulin B [Artificial gene] 
166575 

LIB3234-009-P1-K1-H1 

BLASTX 

gl616787 

515 

l.Oe-52 

114 

86 

{U71122) pyruvate decarboxylase [Arabidopsis thaliana] 



Seq. No. 



166576 



22446 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-009-P1-K1-H11 

BLASTN 

g4159705 

183 

9.0e-99 

207 

97 

Arabidopsis thaliana genomic^ DNA, chromosome 3, PI clone: 
MGD8, complete sequence 

166577 

LIB3234-009-P1-K1-H12 

BLASTX 

g2465923 

258 

2.0e-22 

74 

65 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

166578 

LIB3234-009-P1-K1-H3 

BLASTN 

g3885325 

284 

l.Oe-159 

372 

94 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166579 

LIB3234-009-P1-K1-H5 

BLASTX 

gl31360 

241 

2.0e-20 

61 

80 

PHOTOS YSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_emb__CAA31909 
(X13558) K preprotein (AA -24 to 37) [Sinapis albaj 

166580 

LIB3234-009-P1-K1-H9 

BLASTX 

g4204298 

526 

7.0e-54 

100 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 



166581 



22447 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3234-010-P1-K1-A10 

BLASTX 

g2262167 

514 

2.0e-52 

98 

100 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

166582 

LIB3234-010-P1-K1-A12 

BLASTN 

g4510323 

348 

O.Oe+00 

360 

99 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

166583 

LIB3234-010-P1-K1-A3 - 
BLASTN 

g3402747 ^ - 

351 

O.Oe+00 

351 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K22 
(ESSAII project) 

166584 

LIB3234-010-P1-K1-A6 

BLASTN 

g3540210 

314 

l.Oe-176 

346 

98 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166585 

LIB3234-010-P1-K1-A8 

BLASTX 

g3785989 

413 

l.Oe-40 

80 

100 

(AC005560) unknown protein [Arabidopsis thaliana] 
166586 

LIB3234-010-P1-K1-A9 

BLASTN 

g3985950 



22448 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 

l.Oe-67 

251 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPIIO, complete sequence [Arabidopsis thaliana] 

166587 

LIB3234-010-P1-K1-B1 

BLASTX 

g2914700 

431 

l.Oe-42 

86 

99 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166588 

LIB3234-010-P1-K1-B10 

BLASTN 

g4159712 

185 

l.Oe-99 
•289 
96 

Arabidopsis thaliana genomic 
MWI23, complete sequence 



DNA, chromosome 3, PI clone: 



166589 

LIB3234-010-P1-K1-B11 

BLASTN 

g4467131 

192 

l.Oe-104 

315 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20M13 



Seq. No. 166590 

Seq. ID LIB3234-010-P1-K1-B12 

Method BLASTX 

NCBI GI g4582436 

BLAST score 482 

E value l.Oe-48 

Match length 115 

% identity 79 

NCBI Description (AC007196) unknown protein [Arabidopsis thaliana] 

Seq. No. 166591 

Seq. ID LIB3234-010-P1-K1-B3 

Method BLASTX 

NCBI GI g4204298 

BLAST score 378 

E value l.Oe-36 

Match length 90 



22449 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. -No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

166592 

LIB3234-010-P1-K1-B4 

BLASTN 

g2760170 

363 

O.Oe+00 

367 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MI024, complete sequence [Arabidopsis thaliana] 

166593 

LIB3234-010-P1-K1-B5 

BLASTN 

g4220643 

347 

O.Oe+00 

367 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence ' [Arabidopsis thaliana] 



PI clone: 



PI clone: 



166594 

LIB3234-010-P1-K1-B8 

BLASTX 

gl864017 

554 

4.0e-57 

105 

100 

(D63396) elongation factor-1 alpha [Nicotiana tabacuin] 
166595 

LIB3234-010-P1-K1-B9 

BLASTN 

gl872522 

119 

3.0e-60 

119 

100 

Arabidopsis thaliana zinc-finger protein Lsdl (LSDl) gene, 
complete cds 

166596 

LIB3234-010-P1-K1-C11 

BLASTX 

g3335171 

557 

2.0e-57 

121 

88 

(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 



22450 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166597 

LIB3234-010-P1-K1-C2 

BLASTX 

gll73345 

450 

6.0e-45 

118 

78 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED ( 1 , 7 ) P2ASE) 

>gi_1076403_pir S51838 sedoheptulose-1, 7-biphosphatase 

Arabidopsis thaliana >gi_78 64 66_bbs_159034 (374719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166598 

LIB3234-010-P1-K1-C3 

BLASTX 

g3915961 

606 

3.0e-63 

122 

95 

' HYPOTHE-TICAL 267 KD PROTEIN (ORF 2280) 
>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA774 38_ (Z00044) hypothetical 
protein ' [Nicotiana tabacum] 

166599 

LIB3234-010-P1-K1-C6 
BLASTX 
g3913418 
- 610 
l.Oe-63 
118 
98 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1531763_emb_CAA69073_ (Y07765) 
S-adenosylmethionine decarboxylase [Arabidopsis thaliana] 

166600 

LIB3234-010-P1-K1-C7 

BLASTN 

g4220643 

319 

l.Oe-179 

323 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

166601 

LIB3234-010-P1-K1-C8 

BLASTX 

g4704766 

391 



22451 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengthy 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



5.0e-38 

107 

45 

(AF131223) protein disulfide isomerase homolog; PDI 
. [Datisca glomerata] 

1.66602 

LIB3234-010-P1-K1-C9 

BLASTN 

g3402671 

329 

O.Oe+00 

336 

99 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166603 

LIB3234-010-P1-K1-D1 

BLASTN 

g3766106 

365 

O.Oe+OO 

373 

99 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 

166604 

LIB3234-010-P1-K1-D12 

BLASTX 

g2583111 

621 

5.0e-65 

117 

100 

(AC002387) putative dihydrodipicolinate synthase 
[Arabidopsis thaliana] 

166605 

LIB3234-010-P1-K1-D3 

BLASTN 

g2244950 

257 

l.Oe-142 

281 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

166606 

LIB3234-010-P1-K1-D5 

BLASTX 

g4099349 

590 

2.0e-61 
120 



22452 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



98 

{U86394) ATP synthase beta subunit [Papaver orientale] 
166607 

LIB3234-010-P1-K1-D6 

BLASTX 

g3335169 

599 

2.0e-62 

116 

98 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

166608 

LIB3234-010-P1-K1-D7 

BLASTN 

g4199934 

321 

O.Oe+OO 

325 

100 

Genomic sequence for Arabidopsis- thaliana BAC T3P18,. 
complete sequence [Arabidopsis thaliana] 

166609 

LIB3234-010-P1-K1-D8 

BLASTX 

g2499605 

599 

2.0e-62 

123 

93 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 1 (MAP KINASE 1) 
(ATMPKl) >gi_533280_dbj_BAA03535_ (D14713) ATMPKl 
[Arabidopsis thaliana] 

166610 

LIB3234-010-P1-K1-D9 

BLASTX 

g2597824 

547 

3.0e-56 

123 

85 

(AJ002532) endo-polygalacturonase [Arabidopsis thaliana] 
>gi_4090973 (AF037367) endo-polygalacturonase [Arabidopsis 
thaliana] 

166611 

LIB3234-010-P1-K1-E10 

BLASTX 

g4586044 

275 

2.0e-24 
110 



22453 



% identity 59 

NCBI Description (AC007020) putative receptor protein kinase fArabidopsi^ 
thalianal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E -value 
Match length 
% identity 
.NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match, length 
% identity**" 
NCBI Description 



: 166612 
LIB3234-010-P1-K1-E11 
BLASTN 
g3046856 
288 

l,0e-161 

351 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MXI22, complete sequence [Arabidopsis thaliana] 

166613 

LIB3234-010-P1-K1-E12 

BLASTN 

g3047060 

34 

l.Oe-09 

66 

88 

Arabidopsis thaliana BAG F7N22 



166614 

LIB3234-010-P1-K1-E2 

BLASTN 
.gl279629 
■ 341 

O.Oe+OO 

376 

98 

O.lamarckiana chloroplast 16S rRNA, trni, trnA and 23S rRNA 
genes 

166615 

LIB3234-010-P1-K1-E4 

BLASTN 

g4519195 

72 

3.0e-32 

138 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

166616 

LIB3234-010-P1-K1-E5 

BLASTX 

g3915847 

333 

3.0e-31 

75 

88 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



22454 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



166617 

LIB3234-010-P1-K1-E7 

BLASTN 

g3510339 

368 

O.Oe+00 

368 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K3K7, complete sequence [Arabidopsis thaliana] 



TAG clone: 



(UBIQUITIN-PROTEIN 
{UBCAT4B) 



166618 

LIB3234-010-P1-K1-E8 

BLASTN 

gl279629 

325 

O.Oe+00 

360 

98 

O.lamarckiana chloroplast 16S rRNA, trni, trnA and 23S rRNA 
genes 

166619 

LIB3234-010-P1-K1-E9 

BLASTX 

g464986 

4 80 

2.0e-48 

89 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin—protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ {Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_34 9211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ ■ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4 4 55355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

166620 

LIB3234-010-P1-K1-F1 
BLASTX 
g2583108 
597 

3.0e-62 
120 
100 

(AC002387) putative surface protein [Arabidopsis thaliana] 
166621 

LIB3234-010-P1-K1-F11 
BLASTX 
g2497540 



22455 



BLAST score 

E value 

Match length. 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408 

3.0e-40 

96 

88 

PYRUVATE KINASE, CHLOROPLAST ISOZYME G 
166622 

LIB3234-010-P1-K1-F12 

BLASTX 

g3980412 

123 

6.0e-07 

78 

7 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
166623 

LIB3234-010-P1-K1-F2 

BLASTN 

g4309719 

332 

O.Oe+00 

365 

97- 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166624 

LIB3234-010-P1-K1-F4 

BLASTX 

g2583125 

511 

4.0e-52 

94 

100 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 

166625 

LIB3234-010-P1-K1-F5 

BLASTX 

g2583125 

450 

4.0e-45 

96 

86 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166626 

LIB3234-010-P1-K1-G10 

BLASTX 

gl864017 

477 - 

4.0e-48 

91 

100 



22456 



NCBI Description 



(D63396) elongation factor-1 alpha (Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^*Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166627 

LIB3234-010-P1-K1-G12 

BLASTX 

g2832620 

392 

3.0e-38 

108 

69 

{AL021711) hypothetical protein [Arabidopsis thaliana] 
166628 

LIB3234-010-P1-K1-G2 

BLASTN 

g4199934 

46 

l.Oe-16 

110 

85 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

166629 

LIB3234-010-P1-K1-G3 

BLASTX 

g4467139 

157 

l.Oe-10 

43 

77 

(AL035540) putative protein phosphatase-2c [Arabidopsis 
thaliana] 



166630 

LIB3234-010-P1-K1-G6 
BLASTX 
gll2741 
644 

l.Oe-67 
117 
100 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir_ 



3 PRECURSOR (2S ALBUMIN STORAGE 

NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4 4 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

166631 

LIB3234-010-P1-K1-G9 

BLASTX 

g3024871 

193 

2.0e-18 
107 



22457 



% identity 

NCBI Description 



50 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_cibj_BAA10206_ {D64000) ABCl-like [Synechocystis 
sp . ] 



Sea No 


166632 


Seq. ID 


-LJXOJ£, J*3 VJ X V/ 


Method 




NCBI GI 


gl37579 


BLAST score 


180 


E value* 


3 . Oe-13 


Match length 


108 


% identity 


37 


NCBI Description 


PROVICILIN 




precursor - 


Seq. No. 


166633 


Seq. ID 




Method 


BLASTX 








z o u 


E valup 


3 . Oe-19 


iJaL.^ii Xdl^L-li 


XX/ 


T> XUdlL.XL.j^ 


47 


NCBI Description 


(AC007020) ] 


C • ■ 


X U O D J T 


Seq. ID 


T.TR^?^4-ni n 




D J-irtO 1 A. 


NCBI GI 


a'^S401 96 
yjj'svyx.^u 


oxLnikj 1 oOUXC 


17ft 
X / O 


i-j V a.x Lie 


1 np-1 ? 


Match lencrth 


59 


% ide^nt" i t v 


63 


NCBI Description 


(AC004260) : 




thaliana] 


Sea No 




Spa TD 


T.TR^9'^4-ni D- 


MpI" hod 


RT.A^TN 


NCBI GT 


rrl n7n'^7fi 


RT.AST c^rriTfa 
J— ' X o^^xcs 


67 


E value 


3. Oe-29 


Match 1 pnn1"h 


141 


% identity 


91 


NCBI Description 


P. deltoides 


Seq. No. 


166636 


Seq. ID 


LIB3234-010- 


Method 


BLASTX 


NCBI GI 


g4587567 


BLAST score 


552 


E value 


6.0e-57 


Match length 


105 


% identity 


99 


NCBI Description 


(AC006550) I 



-P1-K1-H2 



-K1-H4 



F10O3.7 [Arabidopsis thaliana] 



22458 



O 1^ 

beq. NO. 


1 ODD J / 




JjId - UlU-r i-Ki-Ho 


Method 


BLASTX 


NCBI GI 


g3850928 


tJLi/ibi score 


"3 0 0 


E value 


1 . Oe- J / 


Matcn iengtn 


o c 
OD 


% Identity 


o / 


NCBI Description 


(AF060404) ATP synthase beta subunit 


Seq, No. 


1 ^ C ^ 'D O 




lilo - UlU-rl— Kl-Hy 


Method 


BLASTX 


NCBI GI 


g2959781 


oiiAbi score 




E value 


3 . Oe-Dj 


Match length 


Tin 

119 


« Identity 


99 


NCBI Description 


(AJ223508) Zwille protein [Arabidopsi 


beq. NO. 


1 bbboy 


Seq. ID 


LIB3234-011-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4679028 


BLAST score 


268 


E value 


1 . Oe-23 


Match length 


115 


% identity 


48 


NCBI Description 


(AF077207) HSPC021 [Homo sapiens] 


Seq. No. 


166640 


Seq. ID 


LIB3234-011-P1-K1-A2 


Metnoa 


BLASTN 


NCBI GI 


g4539309 


BLAST score 


136 


E value 


1 . Ue- 70 


Match length 


TOO 

188 


% identity 


93 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4^ 




(ESSA project) 


beq. NO. 


iODD4 1 


beq. lu 


LilDOZ — Ul 1 — fl — A4 


Method 


BLASTX 


NCBI GI 


g4056457 


BLAST score 


590 


E value 


2.0e-61 


Match length 


116 


% identity 


100 



NCBI Description 



gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166642 

LIB3234-011-P1-K1-A5 

BLASTN 

g2914688 

176 



22459 



E value 
Match length 
% identity 
NCBI Description 



Seq. - No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-94 

353 

100 

Arabidopsis thaliana chromosome II BAG F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166643 

>LIB3234-011-P1-K1-A8 
BLASTX 
gl32074 
441 

4 .Oe-44 

87 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RCJBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

166644 

LIB3234-011-P1-K1-B1 

BLASTN 

g4159712 

297 

l.Oe-166 

347 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

166645 

LIB3234-011-P1-K1-B10 

BLASTN 

g2656028 

161 

2.0e-85 

353 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone* 
MNF13 - ■ . * 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166646 

LIB3234-011-P1-K1-B11 

BLASTN 

g4558656 

181 

2.0e-97 

285 

92 

Arabidopsis thaliana chromosome II BAG T10F5 genomic 
sequence, complete sequence 

166647 

LIB3234-011-P1-K1-B12 

BLASTX 

g21911 

196 



22460 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seqi ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-15 
79 4 
46 

(X62625) vicilin [Theobroma cacao] 
166648 

LIB3234-011-P1-K1-B3 

BLASTX 

g544424 

60 

8.0e-37 

85 

98 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_419755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ {Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639. 1__AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

166649 

LIB3234-011-P1-K1-B8 

BLASTX 

gl66570 

174 

l.Oe-12 

31 

100 

{L04173) glycine rich protein [Arabidopsis thaliana] 
166650 

LIB3234-011-P1-K1-C1 

BLASTX 

g3851636 

382 

5.0e-37 

99 

71 

(AF098519) unknown [Avicennia marina] >gi__4 128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

166651 

LIB3234-011-P1-K1-C10 

BLASTX 

g464988 

175 

l.Oe-12 

36 

83 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 11 (UBIQUITIN-PROTEIN 
LIGASE 11) (UBIQUITIN CARRIER PROTEIN 11) 

>gi_421856_pir S32673 ubiquitin--protein ligase (EC 

6.3.2.19) UBCll - Arabidopsis thaliana (fragment) 
>gi_297880_emb_CAA78716_ (Z14992) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349215 (L00641) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



22461 



Seq. No. 

Seq. IP 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166652 

LIB3234-011-P1-K1-C11 

BLASTX 

g3269286 

435 

3.0e-43 

107 

88 

{AL030978) putative protein [Arabidopsis thaliana] 
166653 

LIB3234-011-P1-K1-C12 

BLASTX 

g3688175 

281 

3.0e-25 

91 

63 

(AL031804) gamma-VPE (vacuolar processing enzyme) 
[Arabidopsis thaliana] 

166654 

LIB3234-011-P1-K1-C2 

BLASTX 

gl710581 

483 

8.0e-49 

100 

94 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_11074 89_eitib_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 

166655 

LIB3234-011-P1-K1-C4 

BLASTN 

g2494110 

309 

l.Oe-173 

309 

100 

Sequence of BAC TlGll from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

166656 

LIB3234-011-P1-K1-C5 

BLASTN 

g4199934 

291 

l.Oe-163 

306 

99 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 



166657 



22462 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3234-011-P1-K1-C6 

BLASTN 

g2494110 

276 

l.Oe-154 

308 

97 ' 

Sequence of BAC TlGll from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

166658 

LIB3234-011-P1-K1-C9 

BLASTX 

g4567199 

535 

6. Oe-55 

112 

92 

{AC007168) unknown protein [Arabidopsis thaliana] 
166659 

LIB3234-011-P1-K1-D10 

BLASTN 

g4544365 

44 

l.Oe-15 

300 

91 

Arabidopsis thaliana chromosome II BAC F26H6 genomic 
sequence, complete sequence 

166660 

LIB3234-011-P1-K1-D11 

BLASTN 

g4510392 

99 

2.0e-48 

103 

99 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

166661 

LIB3234-011-P1-K1-D2 

BLASTX 

g687844 

101 

5.0e-d4 

78 

5 

(U21320) contains TPR domain-like repeats [Caenorhabditis 
elegans] 

166662 

LIB3234-011-P1-K1-D3 

BLASTN 

g3859658 



22463 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



327 

O.Oe+00 

339 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T16L1 



166663 

LIB3234-011-P1-K1-D4 

BLASTN 

g3256065 

272 

l.Oe-151 

292 

98 

Arabidopsis thaliana mRNA for chloroplast NAD-dependent 
malate dehydrogenase 



166664 

LIB3234-011-P1-K1-D5 

BLASTN 

g2114077 

188 " 

l.Oe-101 

321 

92 

Arabidopsis thaliana 



DNA for larger subunit of Rubisco, 
beta subunit of coupling factor one, partial cds 

166665 

LIB3234-011-P1-K1-D6 

BLASTN 

g3256065 

277 

l.Oe-154 

293 

99 

Arabidopsis thaliana mRNA for chloroplast NAD-dependent 
malate dehydrogenase 

166666 

LIB3234-011-P1-K1-D7 

BLASTN 

g2351068 

231 

l.Oe-127 

347 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRHIO, complete sequence [Arabidopsis thaliana] 

166667 

LIB3234-011-P1-K1-D8 

BLASTN 

g2924257 

50 

4.0e-19 



22464 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No..„. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 
86 

Tobacco chloroplast genome DNA 
166668 

LIB3234-011-P1-K1-D9 

BLASTN 

g3869069 

189 

l.Oe-102 

351 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



PI clone: 



166669 

LIB3234-011-P1-K1-E10 

BLASTN 

g2583106 

282 

l.Oe-157 

347 

99 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166670 

LIB3234-011-P1-K1-E11 

BLASTN 

g2656031 

302 

l.Oe-169 

347 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166671 

LIB3234-011-P1-K1-E12 

BLASTX 

g3522946 

423 

8.0e-42 

92 

88 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
166672 

LIB3234-011-P1-K1-E2 

BLASTX 

g4263791 

298 

4.0e-27 
116 - 
53 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



22465 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166673 

LIB3234-011-P1-K1-E5 

BLASTX 

g2583125 

480 

2.0e-48 

105 

95 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



166674 

LIB3234-011-P1-K1-E7 

BLASTN 

g4512646 

301 

l.Oe-169 

348 

37 

Arabidopsis thaliana chromosome II BAC F23N11 genomic 
sequence, complete sequence 

166675 

LIB3234-011-P1-K1-E9 , - 

BLASTN 

g3985952 

2 60 

l.Oe-144 

346 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MRC8, complete sequence [Arabidopsis thaliana] 

166676 

LIB3234-011-P1-K1-F1 

BLASTX 

g4741960 

363 

9.0e-35 

93 

77 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
166677 

LIB3234-011-P1-K1-F10 

BLASTX 

g4586249 

325 

2.0e-30 

103 

59 

(AL049640) putative pollen surface protein [Arabidopsis 
thaliana] .-^ 

166678 

LIB3234-011-P1-K1-F11 



22466 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
•fir^ value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2264306 

331 

O.Oe+00 

343 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK5, complete sequence [Arabidopsis thaliana] 

166679 

LIB3234-011-P1-K1-F12 

BLASTX 

g4585977 

194 

6.0e-15 

59 

61 

(AC005287) Unknown protein [Arabidopsis thaliana] 
166680 

LIB3234-011-P1-K1-F2 

BLASTN 

g2252823 

273 

l.Oe-152 

346 

98 

Arabidopsis thaliana BAC IG005I10 
166681 

LIB3234-011-P1-K1-F3 

BLASTN 

g4337186 

196 

l.Oe-106 

241 

99 

Arabidopsis thaliana chromosome II BAG T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166682 

LIB3234-011-P1-K1-F4 

BLASTX 

g2160144 

151 

6.0e-10 

63 

43 

(AC000375) Strong similarity to Arabidopsis oligopeptide 
transporter (gb_X77503) . [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method. 
NCBI^^-GI 
BLAST score 
E value 



166683 

LIB3234-011-P1-K1- 

BLASTX 

g2160144 

164 

2.0e-ll 



F6 



22467 



Match length 


63 


% identity 


44 


NCBI Description 


(AC000375) Strong similarity to Arabidopsis oligopeptide 






^Seq. No. 


166684 


Seq. ID 


LIB3234-011-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3935151 


BLAST score 


535 


E value 


6.0e-55 


Match length 


100 


% identity 


99 


NCBI Description 


fAC0051061 T25N20 15 fArabidoosis thalianal 


Seq, No. 


166685 


Seq. ID 


LIB32 34-01 1-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4512666 


BLAST score 


587 


E value 


5.0e-61 


M;^i"ph 1 pnnth 


115 


% identitv 


92 


NPRT Dp^^pt"! d1~ i on 


{ APOO fig"^! \ "nut ai" i vp mpiP nr'Dl'p'in rAT;^H'i Hrinc; to 't'hpili^in;^! 


Seq. No. 


166686 


Sea ID 


LIB32 34-01 1-Pl-Kl-Gl 


Method 


BLASTN 


NCBI GI 


g2815404 


BLAST score 


252 


E value 


l.Oe-140 


Match length 


300 


?5 idpntitv 


96 


NCBI Description 


ArabidoDS i*? thsli^^n^ np nmn i r* DNA TnTnncjoTnp S PI 1 on p» 






Seq. No. 


166687 


Seq. ID 


LIB3234-011-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g4220641 


BLAST score 


318 


E value 


1 . Oe-179 


Match length 


346 


% identitv 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosoine 5/ PI clone 




MUIj3 . cottidI ptp *?PO^npnpp fATabi Hnoc; 1"h;^1i^in;^l 


Seq. No. 


166688 


Seq. ID 


LIB3234-011-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl362162 


BLAST score 


262 


E value 


6.0e-23 


Match length 


66 


% identity 


74 



NCBI Description beta-glucosidase BGQ60 precursor - barley >gi_804656 

(L41869) beta-glucosidase [Hordeum vulgare] 



22468 



Seq. No. 


166689 


Seq. ID 


LIB3234-011-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2196463 


BLAST score 


341 


E value 


0 . Oe+00 


Match length 


357 


% identity 


99 


NCBI Description 


ArabidoDsis thaliana chloroolast trnC. rnoB & rnnPI apneas 


Seq. No. 


166690 


Seq. ID 


LIB3234-011-P1-K1-G2 


Method 


BLASTX . 


NCBI GI 


g3327957 


BLAST score 


161 


E value 


4 . Oe-11 


Match length 


51 


% identity 


55 


NCBI Description 


(AF060490) TLS-associated protein TASR-2 [Mus musculus] 




>ai 3327976 (AF067730) TLS-associated orotein TASR-2 THomo 




saoiens 1 


Seq. No. 


166691 


Seq. ID 


LIB3234-011-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


al592677 


BLAST score 


189 


E value 


2.0e-14 


Match length 


38 


% identity 


97 


NCBI Description 




Seq. No. 


166692 


Seq. ID 


LIB3234-011-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2341034 


BLAST score 


475 


E value 


6. Oe-48- 


Match length 


96 


% identity 


99 


NCBI Description 


(AC0001041 F19P19 13 FArabidoosis thalianal 


Seq. No. 


166693 


Seq. ID 


LIB3234-011-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3941528 


BLAST score 


647 


E value 


4 . Oe-68 


Match length 


116 


% identity 


99 


NCBI Description 


(AF062918) putative transcription factor [Arabidopsis 




thaliana] 


Seq. No. 


166694 


Seq. ID 


LIB3234-011-P1-K1-G6 


Method 


BLASTX 



22469 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2341034 
464 
'l.Oe-46 
94 
99 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
166695 

LIB3234-011-P1-K1-G9 

BLASTN 

g4510338 

178 

2.0e-95 

314 

98 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

166696 

LIB3234-011-P1-K1-H1 

BLASTX 

g2921158 

533 

l.Oe-54 

112 

97 

(AF022909) ClpC [Arabidopsis thaliana] 
166697 

LIB3234-011-P1-K1-H11 

BLASTN 

g2864607 

317 

l.Oe-178 

341 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166698 

LIB3234-011-P1-K1-H5 

BLASTN 

g2618683 

317 

l.Oe-178 

345 

98 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166699 

LIB3234-011-P1-K1-H9 

BLASTX 

g2605714 

103 

2.0e-40 
113 



22470 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] ^- 

166700 

LIB3234-012-P1-K1-A1 

BLASTX 

g2252844 

354 

l.Oe-33 

78 

83 

{AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 



-Pl-Kl-AlO 



ENDOPLASMIC RETICULUM 
fatty acid desa.turase (EC 



166701 

LIB3234-012- 
BLASTX 
gl345973 
52 

9.0e-21 
91 
62 

OMEGA-3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 {L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj_BAA04 505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



166702 

LIB3234-012-P1-K1-A11 

BLASTN 

g4006885 

312 

l.Oe-175 

324 

99 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I AP2 contig 



Seq. No. 
Seq. ID 



166703 

LIB3234-012-P1-K1-A2 

BLASTN 

g4309719 

24 

l.Oe-03 

331 

79 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166704 

LIB3234-012-P1-K1-A4 



22471 



Method 

NCBI GI 

'BLAST score 

E value 

Match length 

% identity 

NCM Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3763916 

146 

2.0e-09 

50 

52 

(AC004450) 



unknown protein [Arabidopsis thaliana] 



>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 

166705 

LIB3234-012-P1-K1-A5 

BLASTN 

g4417264 

111 

l.Oe-55 

302 

72 

Arabidopsis thaliana chromosome II BAC F7D8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166706 

LIB3234-012-P1-K1-A6 

BLASTX 

gl914683 

240 

2.0e-20 

65 

72 

(Y12013) IIAD23, isoform I [Daucus carota] 
166707 

LIB3234-012-P1-K1-A7 

BLASTX 

gl345973 

440 

8.0e-44 

94 

85 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi__541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

166708 

LIB3234-012-P1-K1-A8 

BLASTN 

g4159712 

284 

l.Oe-159 

333 

98 



22472 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166709 

LIB3234-012-P1-K1-A9 

BLASTX 

gl345973 

629 

6.0e-66 

114 

100 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score.; 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166710 

LIB3234-012-P1-K1-B1 

BLASTN 

g3046856 

338 

O.Oe+00 

350 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 

166711 

LIB3234-012-P1-K1-B11 

BLASTX 

g4512673 

344 

l.Oe-32 

67 

100 

(AC006931) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



166712 

LIB3234-012-P1-K1-B12 

BLASTN 

g2864607 

39 

2.0e-13 

67 

67 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

166713 

LIB3234-012-P1-K1-B4 
BLASTN 



22473 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4512656 
301 

l.Oe-169 

343 

89 

Arabidopsis thaliana chromosome II BAG F7D19 genomic 
sequence, complete sequence 

166714 

LIB3234-012-P1-K1-B5 

BLASTN 

g4220637 

318 

l.Oe-179 

342 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MIEl, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166715 

LIB3234-012-P1-K1-B8 

BLASTN 

g4335711 

339 

O.Oe+00 

347 

99 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166716 

LIB3234-012-P1-K1-B9 

BLASTN 

g4589421 

99 

2.0e-48 

140 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone 
K5K13, complete sequence 

166717 

LIB3234-012-P1-K1-C1 

BLASTN 

g4325340 

282 

l.Oe-157 

350 

95 

Arabidopsis thaliana BAC TlJl 
166718 

LIB3234-012-P1-K1-C11 

BLASTX 

g2129759 

179 

4.0e-13 



22474 



Match length 

% identity 

NCBI Description 



42 
86 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 



Sea. No. 


166719 


Seq. ID 


LTB'^2^4-m ?-P1 -Kl -n 9 

JJXtJJ^ \J ±, £. C X £\X 


Method 


BLASTX 


NCBI GI 


a2961390 


BLAST score 


340 


E value 


4 . Oe-32 


Match length 


98 


% identity 


72 


NCBI Description 


(AL022141)- beta-galactosidase like protein [i 




t hal ian;9 1 


^f^n No 


166720 


Seq. ID 


LIB3234-012-P1-K1 -P^ 

-1-1 -L i— ' ^ ^ \J J. Jl X i\X J 


L X L\J\JL 




i>i O X \J J- 


y J *i J ^ ^ u 


BLAST score 


41 


E value 


5. Oe-14 


Match length 


122 


% identity 


88 


NPRT Dp PT 1 Dt "i on 


tea ^iixux ^jpXao L_ ^oJjr'i ycllts iUX pXlO LOoyS ueul J. X 


*^*=»rr Mo 


X U \J / <C X 


*Seq. ID 


T.TR??^4-m 9-P1 -K"! -P7 

XiXO^^^*i \J J. iTX X\X V-f/ 


M^l" HoH 


O JxnO J. z\ 


NPRT GT 


rT?1 Q1 1 

y ^ X ^ X X 


BLAST score 


187 


E value 


4 . Oe-14 


Match length 


77 


% identity 


44 


NCBI Description 


(X62625) vicilin [Theobroma cacao] 


Seq. No. 


166722 


Seq. ID 


LTR32 34-01 9-P^ -K1 -PR 

-tJ X !_} ^ ^ ^ ^X^ t X 1\X 


Method 


BLASTN 


NCBI GI 


a4159712 


BLAST score 


48 


E value 


6. Oe-18 


Match length 


72 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MWI23, complete sequence 


Seq. No. 


166723 


Seq. ID 


LIB3234-012-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g3449326 


BLAST score 


34 


E value 


l,0e-09 


Match length 


54 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



M 



22475 



K19M22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166724 

LIB3234-012-P1-K1-D10 

BLASTX 

g2996096 

598 - 

2.0e-62 

113 

100 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166725 

LIB3234-012-P1-K1-D12 

BLASTN 

g511598 

313 

l.Oe-176 

341 

33 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds * 

166726 

LIB3234-012-P1-K1-D2 

BLASTN 

g3046853 

59 

l.Oe-24 

136 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 

166727 

LIB3234-012-P1-K1-D3 

BLASTN 

g3046853 

40 

3.0e-13 

127 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 

166728 

LIB3234-012-P1-K1-D4 

BLASTX 

g4582436 

66 

9.0e-50 

112 

92 

(AC007196) unlcnown protein [Arabidopsis thaliana] 



Seq. No. 



166729 



22476 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-012-P1-K1-D8 
BLASTX 
g4263791 
491 
'8.0e-50 
93 
99 

(AC006068) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166730 

LIB3234-012-P1-K1-E1 

BLASTX 

g541847 

608 

2.0e-63 

114 

100 

alcohol dehydrogenase (EC 1, 



1.1.1) - Arabidopsis thaliana 



166731 

LIB3234-012-P1-K1-E10 

BLASTN 

g4220628 

218 

l.Oe-119 

313 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K24C1, complete sequence [Arabidopsis thaliana] 



166732 

LIB3234-012-P1-K1-E2 

BLASTN 

g2244747 

338 

O.Oe+00 

346 

99 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



TAC clone; 



ESSA I contig 



166733 

LIB3234-012-P1-K1-E4 

BLASTX 

gl351837 

522 

2.0e-53 

110 

91 

ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 

BETA >gi_214 4155_pir S66564 acetyl CoA carboxylase type II 

beta-carboxyltransferase chain - rape chloroplast 
>gi_1069998_emb_CAA90747_ {Z508 68) acetyl CoA carboxylase 
carboxyltransferase (beta subunit) [Brassica napus] 

>gi_158904 6_prf 2210244G Ac-CoA carboxylase : SUBUNIT=beta 

[Brassica napus] 



22477 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scpre 

E value 

Match length 

% identity 

NCBI Description 



166734 

LIB3234-012-P1-K1-E5 

BLASTX 

g2281085 

375 

3.0e-36 

113 

59 

(AC002333) CTRl protein kinase isolog [Arabidops'is 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166735 

LIB3234-012-P1-K1-E6 

BLASTX 

g4165132 

549 

l.Oe-56 

115 

84 

(AF098292) endo-beta-1, 4-D-glucanase [Lycopersicon 
esculentum] 

166736 

LIB3234-012-P1-K1-E7 

BLASTX 

gl345944 

517 

•7.0e-53 
113 
88 

3-OXOACYL- [ACYL-CARRIER-PROTEIN] SYNTHASE III PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE III) (KAS III) >gi_598075 
(L31891) 3-ketoacyl-acyl carrier protein synthase III (KAS 

III) [Arabidopsis thaliana] 

166737 

LIB3234-012-P1-K1-E8 

BLASTN 

g4582411 

250 

l.Oe-138 

345 

99 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T23K8 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166738 

LIB3234-012-P1-K1-F1 

BLASTX 

g226120 

239 

3.0e-20 

115 

39 

vicilin gene B [Saguinus oedipus] 



22478 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166739 

LIB3234-012-P1-K1-F10 

BLASTN 

gl946354 

342 

O.Oe+00 

342 

93 

Arabidopsis thaiiana chromosome II BAG T06B20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166740 

LIB3234-012-P1-K1-F11 

BLASTN 

g3292807 

174 

4.0e-93 

334 

100 

Arabidopsis thaiiana DNA chromosome 4, BAG clone F7H19 
(ESSAII project) 



Seq. No. 

Seq. ID * 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166741 

LIB3234-012-P1-K1-F12 

BLASTN 

g2618683 

327 

O.Oe+00 

331 

100 

Arabidopsis thaiiana chromosome II BAG T32G6 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 

166742 

LIB3234-012-P1-K1-F2 

BLASTX 

g2315135 

214 

2.0e-17 • 

49 

88 

(AB003522) beta subunit of coupling factor one [Arabidopsis 
thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166743 

LIB3234-012-P1-K1-F3 

BLASTX 

gll72704 

562 

4.0e-58 

105 

100 

PEPTIDE TRANSPORTER PTR2-B (HISTIDINE TRANSPORTING PROTEIN) 
>gi_633940 (L39082) transport protein [Arabidopsis 
thaiiana] >gi_4 406786_gb_AAD20096_ (AC006532) histidine 
transport protein PTR2-B [Arabidopsis thaiiana] 



22479 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166744 

LIB3234-012-P1-K1-F4 

BLASTN 

gl707006 

90 

l.Oe-43 

90 

100 

Arabidopsis thaliana chromosome II BAG T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166745 

LIB3234-G12-P1-K1-F7 

BLASTN 

g4589425 

168 

l.Oe-89 

342 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBAIO, complete sequence 



PI clone 



cpQ No 


16674 6 


Seq. ID 


LIB3234-012-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g4079614 


BLAST score 


77 


F. 1 


7.0e-36 




O J 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome I BAG F21M11 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166747 


Seq. ID 


LIB3234-012-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3935151 


BLAST score 


615 . 


E value 


2.0e-64 


Match length 


113 


% identity 


100 


NCBI Description 


(AC005106) T25N20.15 [Arabidopsis thaliana] 


Seq. No. 


166748 


Seq. ID 


LIB3234-012-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


g2570223 


BLAST score 


78 


E value 


7,0e-36 


Match length 


258 


% identity 


84 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F20D22 sequence. 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


166749 


Seq. ID 


LIB3234-012-P1-K1-G2 


Method 


BLASTX 



22480 



NCBI GI 


gl079280 


BLAST score 


437 


E value 


2.0e-43 


Match length 


113 


% identity 


77 


NCBI Description 


chaperonin containing TCP— 1 complex gaitutia chain — African 




clawed frog >gi 793886 emb CAA59350 {X84990) Cctg [Xenopus 




laevis ] 


Seq. No. 


166750 


Seq. ID 


LIB3234-012-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2494125 


BLAST score 


375 


E value 


2.0e-36 


Match length 


91 


% identitv 


86 


NCBI Description 


(AC002376) Strong similarity to Cucumis acetyl-CoA 




acyltransf erase (gb D70895) . [Arabidopsis thaliana] 


Seq. No. 


166751 


Seq. ID 


LIB3234-012-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3107931 


BLAST score 


536 


E v*^lup 


4 . Oe-55 


Match lencrth 


115 


% identity 


91 


NCBI Descriotion 


(AB0133531 UDP— oliicose ovroohosohorvlase rPvni*? nvrifolial 


Sea . No . 


166752 


Seq. ID 


LIB3234-012-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3107931 


BLAST score 


486 


E value 


3. Oe-49 


Match length 


114 


% identity 


84 


NCBI Description 


(AB013353) UDP— glucose pyrophosphorylase [Pyrus pyrifolia] 


Seq. No. 


166753 


Seq. ID 


LIB3234-012-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4204298 


BLAST score 


483 


E value 


7. Oe-49 


Match length 


111 


% identity 


85 


NCBI Description 


(AC003027) Icl prt seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


166754 


Seq. ID 


LIB3234-012-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g3641835 


BLAST score 


302 


E value 


l.Oe-169 



22481 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



339 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 

166755 

LIB3234-012-P1-K1-G9 

BLASTX 

g3269286 

395 

l.Oe-38 

98 

88 

{AL030978) putative protein [Arabidopsis thaliana] 



166756 

LIB3234-012-P1-K1-H1 
BLASTX 
g3688191 
341 

3.0e-32 
94 
71 

(AJ010090) MAP3K alpha protein kinase [Arabidopsis 
^*thaliana] 

Seq. No. 166757 

Seq. ID LIB3234-012-P1-K1-H11 

Method BLASTN 

NCBI GI gl4352 

BLAST score 215 

E value l.Oe-117 

Match length 343 

% identity 91 

NCBI Description N . plumbagini folia chloroplast 16SrDNA, trnV and trni genes 
for 16S ribosomal RNA, transfer RNA-Val and transfer 
RNA-Ile (5'exon) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166758 

LIB3234-012-P1-K1-H12 

BLASTN 

g3869075 

345 

O.Oe+00 

345 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 166759 

Seq. ID LIB3234-012-P1-K1-H2 

Method BLASTN 

NCBI GI g3402695 

BLAST score 210 

E value l.Oe-114 

Match length 309 

% identity 94 



22482 



NCBI Description 



Arabidopsis thaliana chromosome II BAG T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method^" 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



1667.60 

LIB3234-012-P1-K1-H4 

BLASTX 

g4204299 

626 

l.Oe-65 

120 

100 

(AG003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



166761 

LIB3234-012-P1-K1-H6 

BLASTX 

g2894574 

524 

l.Oe-53 

99 

100 

(AL021890) peroxidase prxrl 
>gi_2 9 6 1 3 4 l_emb_GAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



166762 

LIB3234-012-P1-K1-H8 

BLASTN 

g3108024 

325 

O.Oe+00 

333 

99 

Arabidopsis thaliana chromosome 1 BAG T1F15 sequence, 
complete sequence [Arabidopsis thaliana] 

166763 

LIB3234-012-P1-K1-H9 

BLASTN 

g3108024 

171 

2.0e-91 

263 

91 

Arabidopsis thaliana chromosome 1 BAG T1F15 sequence, 
complete sequence [Arabidopsis thalia_Da] 

166764 

LIB3234-013-P1-K1-A1 

BLASTX 

g4204299 

534 

l.Oe-54 

109 

93 

(AG003027) lcl_prt_seq No definition line. found 



22483 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166765 

LIB3234-013-P1-K1-A11 

BLASTN 

g2760167 

159 

2.0e-84 

167 

34 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MC015, complete sequence [Arabidopsis thaliana] 



PI clone: 



166766 

LIB3234-013-P1-K1-A12 

BLASTX 

gl34025 

403 

2.0e-39 

96 

82 

CHLOROPLAST 30S RIBOSOMAL PROTEIN SB >gi_70913_pir R3NT8 

ribosomal protein S8 - common tobacco chloroplast 
>gi_11863_emb_CAA77378_ -(Z00044) ribosomal protein S8 

[Nicotiana tabacum] >gi__225232_prf 1211235BP ribosomal 

protein S8 [Nicotiana tabacum] 

166767 

LIB3234-013-P1-K1-A2 

BLASTX 

g3661595 

300 

2.0e-27 

54 

100 

(AF091844; 
thaliana] 



aminoalcoholphosphotransf erase [Arabidopsis 



166768 

LIB3234-013-P1-K1-A5 

BLASTN 

g4741797 

148 

l.Oe-77 

302 

97 

Arabidopsis thaliana repeat region IID2-8 sequence 



166769. 

LIB3234-013-P1-K1-A6 

BLASTX 

g99697 

667 

2.0e-70 

122 

98 

glutamate — ammonia ligase 



(EC 6.3.1.2), cytosolic (clone 



22484 



lambdaAtgsr2) - Arabidopsis thaliana 



Seq. No. . - 


166770 


Seq. ID 


LIB3234-013-P1-K1-A7 


Method 


BLASTX 


NCBI GI ■ ' 


g4 204 299 


BLAST score 


611 


E value 


8.0e-64 


Match length 


122 


% identity 


98 


NCBI Description 


(AC003027) Icl prt seq N< 




[Arabidopsis thaliana] 


Seq. No. 


166771 


Seq. ID 


LIB3234-013-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2104949 


BLAST score 


388 


E value 


1 . Oe-37 


Match length 


95 


% identity 


80 


NCBI Description 


(U96716) MAP kinase-like 


Seq, No. 


166772 


Seq. ID 


LIB3234-013-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


a4678315 


BLAST score 


317 


E value 


l.Oe-178 


Match length 


361 


% identity 


97 


NCBT Dp scr i Dt i on 






(ESSA project) 


Seq. No. 


166773 


Seq. ID 


LIB3234-013-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4490330 


BLAST score 


328 


E value 


4 . Oe-31 


Match length 


67 


% identity 


90 


NCBI Description 


(AL035656) splicing facte 




thaliana] 


Seq. No. 


166774 


Seq. ID 


LIB3234-013-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl32939 


BLAST score 


522 


E value 


2.0e-53 


Match length 


107 


% identity 


92 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 



T17F15 



._81657_pir JQ0771 ribosomal 

protein L3 (ARPl) - Arabidopsis thaliana >gi_166858 
{M32654) ribosomal protein [Arabidopsis thaliana] 



22485 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166775 

LIB3234-013-P1-K1-B5 

BLASTX 

g2244750 

514 

2.0e-52 

114 

88 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_308857 9 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

166776 

LIB3234-013-P1-K1-B6 

BLASTX 

gl29871 

179 

4 .Oe-13 

36 

100 

CYTOCHROME B6-F COMPLEX SUBUNIT 5 >gi_6564 4_pir ^WMR24 

cytochrome b6-f complex 4.2K protein - rice chloroplast 

>gi_10094 7_pir A32159 plastoquinol — plastocyanin reductase 

(EC 1.10.99.1) chain V - maize chloroplast 

>gi_2147243_pir S68166 cytochrome b6-f complex chain 5 - 

beet chloroplast >gi_12006_emb_CAA33967_ (X15901) 
cytochrome b /f complex subunit 5 [Oryza sativa] >gi_342588 
(J04502) cytochrome b6-f complex subunit 5 (petE) [Zea 
mays] >gi_533296_dbj_BAA07216_ (D38019) cytochrome b6/f 
complex subunit 5 [Beta vulgaris] >gi_533302_dbj_BAA07222_ 
(D38020) cytochrome b6/f complex subunit 5 [Beta trigyna] 
>gi_533304_dbj_BAA07223_ (D38021) cytochrome b6/f complex 
subunit 5 [Beta webbiana] >gi_8 60888_emb_CAA60964_ {X87636) 
cytochrome b6-f complex subunit 5 [Beta vulgaris] 
>gi_860894_emb_CAA60969_ (X87637) petG [Beta vulgaris] 
>gi_90224 0_emb_CAA60304_ (X86563) cytochrome b /f complex 
subunit 5 [Zea mays] >gi_2612818_emb__CAA75627_ (Y15429) 
cytochrome b6/f -complex subunit V [Populus deltoides] 
>gi_2924268_emb_CAA77420_ (Z00044) cytochrome b/f complex 

subunit V [Nicotiana tabacum] >gi_226628_prf 1603356BB 

cytochrome b/f complex 5 [Oryza sativa] 

166777 

LIB3234-013-P1-K1-B7 

BLASTX 

g2076623 

162 

4.0e-ll 

110 

34 

(Z95151) PtrB [Mycobacterium leprae] 
166778 

LIB3234-013-P1-K1-B8 

BLASTN 

g3193305 

357 



22486 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



O.Oe+00 

361 

100 

Arabidopsis thaliana BAC F3D13 
166779 

LIB3234-013-P1-K1-C1 

BLASTN 

g2264303 

38 

6.0e-12 

66 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBB18, complete sequence [Arabidopsis thaliana] 

166780 

LIB3234-013-P1-K1-C10 

BLASTN 

g4584841 

157 

6.0e-83 

372 

47 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 



166781 _ . 

LIB3234-013-P1-K1-C11 

BLASTN 

g3241917 

363 

O.Oe+OQ 

367 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K19B1, complete sequence [Arabidopsis thaliana] 



TAC clone 



166782 

LIB3234-013-P1-K1-C12 

BLASTN 

g3241917 

246 

l.Oe-136 

330 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K19B1, complete sequence [Arabidopsis thaliana] 

166783 

LIB3234-013-P1-K1-C7 

BLASTX 

g4679028 

233 

2.0e-19 

74 

58 



TAC clone 



22487 



NCBI Description 



(AF077207) HSPC021 [Homo sapiens) 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166784 

LIB3234-013-P1-K1-C8 

BLASTN 

g3046851 

319 

l.Oe-179 

368 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24/ complete sequence [Arabidopsis thaliana] 



PI clone 



166785 

LIB3234-013-P1-K1-C9 

BLASTX 

g2275202 

309 

2.0e-28 

59 

100 

(AC002337) acyl-CoA synthetase isolog. [Arabidopsis 
thaliana] 

166786 

LIB3234-013-P1-K1-D1 

BLASTX 

g2970654 

437 

2.0e-43 

120 

71 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 



-013-Pl-Kl-Dll 



166787 
LIB3234 
BLASTX 
g2130051 
348 

5.0e-33 
96 
68 

xylose isomerase (EC 5.3 
>gi_l 2 9 6 8 0 7_emb_CAA64 5 4 4 
[Hordeum vulgare] >gi_1588664_prf 
isomerase [Hordeum vulgare] 



1.5) - barley 
(X95256) xylose isomerase 
2209268A xylose 



166788 

LIB3234-013-P1-K1-D12 

BLASTX 

g82051 

294 

l.Oe-26 

111 

55 

lipid body-associated membrane protein 



- carrot 



22488 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 

166789 

LIB3234-013-P1-K1-D3 

BLASTX 

gll70939 

372 

8.0e-36 

74 

95 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) {ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166790 

LIB3234-013-P1-K1-D4 

BLASTN 

g4519184 

207 

l.Oe-113 
252 ■ 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K16F13, complete sequence 

166791 

LIB3234-013-P1-K1-D5 

BLASTN 

g3242700 

39 

l.Oe-12 

107 

84 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166792 

LIB3234-013-P1-K1-D7 

BLASTX 

g2244800 

348 

5.0e-33 

86 

78 

(Z97336) carnitine racemase homolog [Arabidopsis thaliana] 
166793 

LIB3234-013-P1-K1-D8 

BLASTX 

g2244800 

519 

5.0e-53 



22489 



Match lenath 


104 


% identitv 


97 


NCBI Descrintion 


VtiJ'JJU/ ^oi. lix 1. X. aOCiUcioc? IlUUlOXO^ LriiaDXQOpS iS 


Seq. No. 


166794 


Seq. ID 


LIB3234-013-Pl-Kl-Ei 


Method ' ' 


BLASTX 


NCBI GI 


g541847 


BLAST score 


262 


E value 


3. Oe-23 


Match lf=*nath 


54 


% identity 


93 


NCBI Descrintion 


al cohol HphvH Torrf^n^t cip IVO 1 1 1 1 ^ — ZXr-aHi H^m^c-I e 


Seq. No. 


166795 


Seq. ID 


LIB3234-013-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


582 


E value 


2.0e-60 


Match length 


121 


% identity 


91 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81605 pir 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq . No . 


166796 


Seq. ID 


LIB3234-013-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl402904 


BLAST score 


548 


E value 


2.0e-56 


Match length 


104 


% identity 


100 


NCBI Description 


(X98313) peroxidase 


Seq. No. 


166797 


Seq. ID 


LIB3234-013-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2459432 


BLAST score 


247 


E value 


3.0e-21 


Match length 


49 


% identity 


88 


NCBI Description 


(AC002332) CONSTANS-: 


Seq. No. 


166798 


Seq. ID 


LIB3234-013-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g4757662 


BLAST score 


145 


E value 


8,0e-7 6 


Match length 


370 


% identity 


99 


NCBI Description 


Genomic sequence for 



22490 



chromosome I, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166799 

LIB3234-013-P1-K1-E6 
BLASTN 
. g4220645 
199 

l.Oe-108 

354 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone: 



166800 

LIB3234-013-P1-K1-E7 

BLASTX 

gll5778 

141 

5.0e-31 

90 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-l) (LHCP) >gi_282896_pir S22511 chlorophyll 

a/b-binding protein (cab-1) - white mustard 
>gi_21138_emb_CAA34 459_ jX16436) chlorophyll a/b-binding 
protein (AA 1-266) [Sinapis alba] >gi_21140_emb_CAA33903_ 
(X15894) chlorophyll a/b-binding polypeptide [Sinapis alba] 

166801 

LIB3234-013-P1-K1-E8 

BLASTN 

g2618603 

225 

l.Oe-123 

345 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSL3, complete sequence [Arabidopsis thaliana] 

166802 

LIB3234-013-P1-K1-E9 

BLASTN 

g3449334 

333 

O.Oe+00 

358 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 

166803 

LIB3234-013-P1-K1-F1 

BLASTX 

g2252844 

594 

8.0e-62 
113 



22491 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

166804 

LIB3234-013-P1-K1-F10 

BLASTN 

g4199934 

277 

l.Oe-154 

349 

92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

166805 

LIB3234-013-P1-K1-F11 

BLASTX 

g4262250 

623 

3.0e-65 

120 

100 

(AC006200).-. putative aldolase [Arabidopsis thaliana] 
166806 

LIB3234-013-P1-K1-F2 

BLASTN 

g4199934 

277 

l.Oe-154 

347 

92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

166807 

LIB3234-013-P1-K1-F3 

BLASTX 

gl628583 

399 

6.0e-39 

81 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

166808 

LIB3234-013-P1-K1-F4 

BLASTX 

g2129659 

309 

2.0e-28 

95 

64 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 



22492 



(L40954) oleosin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166809 

LIB3234-013-P1-K1-F6 
BLASTX 
g4165488 
-^583 
2.0e-60 
107 
100 

(AJ132399) alpha-tubulin 3 



[Hordeum vulgare] 



Seq. No. 



166810 

LIB3234-013-P1-K1-F7 

BLASTN 

gl490552 

87 

3.0e-41 

218 

86 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 

166811 

LIB3234-013-Pi-Kl-F8 

BLASTN 

g4581161 

50 

5.0e-19 

134 

87 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

166812 

LIB3234-013-P1-K1-F9 

BLASTN 

g3869069 

274 

l.Oe-153 

359 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

166813 

LIB3234-013-P1-K1-G10 

BLASTN 

g4587986 

201 

l.Oe-109 

328 

98 

Arabidopsis thaliana ABA-regulated gene cluster, complete 
sequence 

166814 



22493 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-013-P1-K1-G12 

BLASTX 

gl707657 

218 

l.Oe-17 
88 
57 

(Z71640) 



DnaJ homologue [Pisum sativum] 



166815 

LIB3234-013-P1-K1-G2 

BLASTN 

g2894591 

366 

O.Oe+00 

366 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K21 
(ESSAII project) 

166816 

LIB3234-013-P1-K1-G3 

BLASTX 

gl531762 

195 

5.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

166817 

LIB3234-013-P1-K1-G4 

BLASTN 

g4580454 

353 

O.Oe+00 

370 

99 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

166818 

LIB3234-013-P1-K1-G6 

BLASTX 

gll2682 

150 

9.0e-10 

76 

59 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



166819 



22494 



Seq. ID 

Method 

NCBI GI 

BLAST" score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-013-P1-K1-G7 

BLASTX 

g881615 

558 

l.Oe-57 

118 

92 

(U29142) fatty^^acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

166820 

LIB3234-013-P1-K1-G9 

BLASTN 

g3789706 

38 

6.0e-12 

106 

59 

Arabidopsis thaliana chromosome 1 BAG F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

166821 

LIB3234-013-P1-K1-H1 

BLASTN 

g4406752 

266 

l.Oe-148 

340 

49 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166822 

LIB3234-013-P1-K1-H11 

BLASTX 

g2541876 

181 

2.0e-13 

58 

52 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI; 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166823 

LIB3234-013-P1-K1-H12 

BLASTN 

gl66913 

192 

l.Oe-104 

221 

100 

Arabidopsis thaliana alpha-2 
5* end 



tubulin (TUA2) gene, exon and 



Seq. No. 
Seq. ID 



166824 

LIB3234-013-P1-K1-H2 



22495 



Method 


BLASTN 


NCBI GI ^ . 


g4455321 


BLAST score 


369 


E value 


0. Oe+00 


Match length 


369 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




(ESSAII project) 


Seq. No. 


166825 


Seq. ID 


LIB3234-013-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g2760165 


BLAST score 


300 


E value 


l.Oe-168 


Match length 


365 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, F'. 




MAC9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166826 


Seq. ID 


LIB3234-013-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4432845 . 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


63 


% identity 


57 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


166827 


Seq. ID 


LIB3234-015-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl31378 


BLAST score 


210 


E value 


9.0e-17 


Match length 


43 


% identity 


98 


NCBI Description 


PHOTOSYSTEM II REACTION CENTRE N PROTEIN 




>gi_2924272_emb_CAA77 424_ (Z00044) PSII N-protein 




[Nicotiana tabacum] 


Seq. No. 


166828 


Seq. ID 


LIB3234-015-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g2114077 


BLAST score 


114 


E value 


2.0e-57 


Match length 


238 


% identity 


89 


NCBI Description 


Arabidopsis thaliana DNA for larger subunit of Rul 




beta subunit of coupling factor one, partial cds 


Seq. No. 


166829 


Seq. ID 


LIB3234-015-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4582446 



F4I10 



22496 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210 

8.0e-17 

87 

55 

(AC007071) putative RING finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match "length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166830 

LIB3234-015-P1-K1-A5 

BLASTN 

g4558521 

284 

l.Oe-158 

332 

99 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

166831 

LIB3234-015-P1-K1-A6 

BLASTN 

g2213606 

351 

O.Oe+00 

367 

99 

Genomic sequence for Arabidopsis thaliana BAC F21J9/ 
complete sequence [Arabidopsis thaliana] 

166832 

LIB3234-015-P1-K1-A7 

BLASTN 

gl490552 

266 

l,0e-148 

■296 
98 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds - 

166833 

LIB3234-015-P1-K1-B1 

BLASTX 

gl903034 

250 

2.0e-21 

106 

46 

(X94625) amp-binding protein [Brassica napus] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166834 

LIB3234-015-P1-K1~B3 

BLASTN 

g3482964 

319 

l.Oe-179 
351 



22497 



% identity 

NCBI Description 



97 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 



Seq. No. 


166835 


Seq. ID 


LIB3234-015-P1-K1-B4 




BLASTN 


NCBI GI 


a3482964 


BLAST score 


193 


l_l V d J. 


1 Oe-104 




310 


% idpnt i t v 


92 




Ar;^hi Hons 1 1"h;iliana DNA chromosome 2 




(ESSAII project) 


Sea No 


166836 


9prr TD 


LIB3234-015-P1-K1-B5 




RLA^TX 


NPRT GT 

IN O J. V7 X 


a2245070 




166 


P T7;5 1 np 

Ej V Cl X IXC 


1 . Oe-11 




102 


9t iHpn'i"'i1~\7 
o xuciiL-xuy 


32 


MPRT Hp cir-r* 1 r^l" "i on 


/ 7.Q7 ^4 9 hvnofhpt inal nrotein FArabidi 


Seq. No. 


166837 


OCV^ • XL/ 


LIB3234-015-P1-K1-B6 




oXiAO J. 


LN ^ O X V3 X 




BLAST score 


562 


£j V d X Lie 


4 np-S8 




123 

X ^ J 


% identitv 


91 


NPRT Dp r'T i n't" i on 


fAFn7fi27Sl slmilai" to nrotein kinases 




score: 255.71) [Arabidopsis thaliana] 


C . IN w . 


166838 


ik^C^ . XL/ 


LIB3234-015-P1-K1-B7 


Mp1~ H r%H 


RLASTN 


NGBT GI 

IN L/ X VJT X 


a395203 


J— • XJr^O 1 o ^ X e 


52 


Hi V CL X Li. C 


7 . Oe-21 


Match length 


68 


3; iHpni"'ii~\7 


69 


NCBI Description 


A. thaliana 2S albumin gene isoforms 1 


Seq. No. 


166839 


Seq. ID 


LIB3234-015-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g225280 


BLAST score 


357 


E value 


5.0e-34 


Match length 


71 


% identity 


97 


NCBI Description 


rpoC-like ORE 548 [Nicotiana tabacum] 


Seq. No. 


166840 



(Pfam: pkinase.hmm. 



and 2, complete CDS's 



22498 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI V 
BLAST score 
E value, A, 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-015-P1-K1-B9 

BLASTN 

g4220635 

161 

2..0e-85 
327 • 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 



166841 

LIB3234-015-P1-K1-C1 

BLASTX 

g2879800 

259 

2.0e-22 

123 

41 

{AL021813) phenylalanyl-trna synthetase alpha chain 
[Schizosaccharomyces pombe] 

166842 

LIB3234-015-P1-K1-C10 

BLASTX 

g4586249 

339 

7.0e"32 
102 . 
63 

(ALO 4.9,640) putative pollen surface protein -{Arabidopsis 
thaliana] 

166843 

LIB3234-015-P1-K1-C4 

BLASTN. 

g2342673 

359 

0. 0e+00 
.367 

99 

Sequence of BAG F7G19 '.from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

166844 

LIB3234-015-P1-K1-C7 

BLASTX 

g4582468 

549 

2.0e-56 

112 

99 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

166845 

LIB3234-015-P1-K1-C8 
BLASTN 



22499 



# 



NCBI GI 


g4140256 








n ntaxHri 
u . ue+u u 


L*icti-oii xciiyuil 


O / 4 




7 Q 


iSK^DX uesciripuxon 


Araoiaopsis cna±xana iukna ror. LhiA— iiJce protein 


w C ^ • IN \^ > 


1 66846 

i O U O *1 u 


Seq. ID 


T,TR'??^4-m S-PI-FCI-PQ 

jjj.OJt.J1 i J t J. I\J. V_/ 17 


Method 


BLASTX 


NCBI GI 


g3808062 




X J _7 


E vslue 


o . ue XX 




D D 






LN^DX ucoCx xpuxon 


\l\D\JL^LyD) trVXUU [L-UCUrDlUa ItiaXlIliaj 




X U w O *i / 


Of=Cj • X U 


XiXDj^jft UXO rX lvX UX 






NCBI GI 


g4204299 


BLAST score 


656 


Cj V d X Lie 


4 no-6Q 


^^ ^ 4" n ^ 1^ jir4- Vs 
t'iciUdi xenyun. 


1 94 
X ^ ft 


^ xaenuxuy 


1 nn 


iNL/DX uebcx xp L xun 


^HL/UU ou^ / J xcx pre seq no aeriniLion line rouna 




[Arabidopsis thaliana] 




X D D 0 *± O 


Oc(^ . X U 


XiXl3jZj*i UXO irX AX UXU 






NCBI GI 


g2982437 


BLAST score 


453 


111 V d X mt; 






■. X ^ o • . 


xaenL.xt.y 


DO 


LNk^UX L/C O L^X X^ L XLJli 


^/^XiU ^ ^ ^ ^- 1 J LtrXpfcJIlfc; oyt^Xcioc XXJvc pxOL.exn [riXoDlClOpS 




unax lana j 


O C ^-^ • LN V_<> • 


1 668 4 Q 

X U U O I y 


O (:?Lj^ ■ X Lf 


XtXDjZO4 UX0 irX r\X UXX 




RT.ASTX 


NCBI GI 


g2982437 


BLAST score 


355 


Cj V CI X Lie 


O • L/ C O *i 




1 09 
X u ^ 


i 1 r^^T\i~ 1 4~ \7 
^ XLlcXlUXUy 




INV^DX L/coC^X Xp L. XOll 


^H.xiu^^zzfi ; cerpene cycxase iiKe prorein [Araoiaops. 




una.1 lana j 


SeCT. No. 


166850 

^ \J \y \J \J 


Seq. ID 


LIB3234-015-P1-K1-D12 


Method ^ 


BLASTN 


NCBI GI 


g4757414 


BLAST score 


356 


E value 


O.Oe+00 


Match length 


372 



22500 



% identity 99 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYF24/ complete sequence 

166851 

LIB3234-015-P1-K1-D2 
BLASTX 
gl708464 
225 

l.Oe-18 
62 
66 

PUTATIVE DIHYDROXY-ACID DEHYDRATASE PRECURSOR (DAD) 
(2, 3-DIHYDROXY ACID HYDROLYASE) >gi_1213255_emb CAA93689 
(Z69795) unknown [Schizosaccharomyces pombe] 

166852 

LIB3234-015-P1-K1-D3 
BLASTX 
gll2682 
486 

4.0e-49 
112 
85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein' CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


166853 


Seq. ID 


LIB3234-015-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3980417 


BLAST score 


'656 


E value 


4.0e-69 


Match length. - 


123 


% identifty' ^ 


-.99 -. 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis thaliana] 


Seq. No. 


166854 


Seq. ID 


LIB3234-015-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2564049 


BLAST score 


63 


E value 


7.0e-27 


Match length 


131 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clo: 




MLE2, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166855 


Seq. ID 


LIB3234-015-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3149952 


BLAST score 


259 


E value 


2.0e-22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22501 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



44 
100 

(AB010259) DRHl [Arabidopsis thaliana] 
166856 

LIB3234-015-P1-K1-D7 

BLAStN 

g2618604 

264 

l.Oe-147 

362 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG13, complete sequence [Arabidopsis thaliana] 

166857 

LIB3234-015-P1-K1-D8 

BLASTX 

g2160137 

211 

7.0e-17 

93 

56 

(AC000375) Similar to Arabidopsis light repressible 
receptor protein kinase (gb_X97774). [Arabidopsis thaliana] 

166858 

LIB3234-015-P1-K1-E11 

BLASTX 

g24 62931 

634 

2.0e-66 

122 

97 

(Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 

166859 

■LIB3234-015-P1-K1-E12 

BLASTX 

g266839 

271 

6.0e-24 

57 

98 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX ALPHA SUBUNIT) {TAS-G64) >gi_478764_pir S29240 

multicatalytic endopeptidase complex (EC 3.4.99.46) alpha 
chain - Arabidopsis thaliana >gi__164 45_emb_CAA47298_ 
(X66825) proteosome alpha subunit [Arabidopsis thaliana] 
>gi_3421080 (AF043522) 20S proteasome subunit PADl 

[Arabidopsis thaliana] >gi_742351_prf 2009376B 

proteasome : SUBUNIT=alpha [Arabidopsis thaliana] 

166860 

LIB3234-015-P1-K1-E3 
BLASTX 



22502 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ..Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score / 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4204298 
517 

9.0e-53 

118 

85 

{AC003027) lcl_prt_seq No definitibii line found 
[Arabidopsis thaliana] 



166861 

LIB3234-015-P1-K1-E5 

BLASTX 

g4261517 

194 

6.0e-15 

77 

58 

{AF117334) cysteine proteinase 



inhibitor [Ipomoea batatas] 



166862 

LIB3234-015-P1-K1-E6 

BLASTN 

g3985934 

329 

O.Oe+00 

367 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJE7, complete sequence [Arabidopsis thaliana] 

166863 

LIB3234-015-P1-K1-E7 

BLASTX 

g585744 

138 

7.0e-09 

29 

97 

PHOTOSYSTEM II REACTION CENTRE T PROTEIN 
166864 

LIB3234-015-P1-K1-F1 

BLASTN 

g2275194 

47 

2.0e-17 

103 

86 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166865 

LIB3234-015-P1-K1-F11 

BLASTX 

g3451071 

488 

2.0e-49 
104 



22503 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

(AL031326) beta adaptin - like protein [Arabidopsis 
thaliana] 

166866 

LIB3234-015-P1-K1-F12 

BLASTX 

g3763925 

231 

3.0e-19 

44 

100 

{AC004450) putative AflO-protein [Arabidopsis thaliana] 
166867 

LIB3234-015-P1-K1-F2 

BLASTN 

g4468801 

293 

l.Oe-164 

367 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6G17 
(ESSA project) 

166868 

LIB3234-015-P1-K1-F4 

BLASTX 

gl864017 

548 

2.0e-56 

104 

100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
166869 

LIB3234-015-P1-K1-F5 

BLASTN 

g2264321 

223 

l.Oe-122 

372 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 

166870 

LIB3234-015-P1-K1-F6 

BLASTX 

gll07501 

4 62 

2.0e-46 

112 

84 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 {AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb__AA394824 come from 



22504 



this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. id' 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166871 

LIB3234-015-P1-K1-G1 

BLASTN 

g2760165 

82 

3.0e-38 

360 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

166872 

LIB3234-015-P1-K1-G12 

BLASTN 

g3873174 

317 . - 

l.Oe-178 

353 

97 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

166873 

LIB3234-015-P1-K1-G2 

BLASTX-^^^. • " '-^ - • 

gl31336 
339 

6.0e-32 

73 

93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 

166874 

LIB3234-015-P1-K1-G4 

BLASTX 

g3702331 

390 

6.0e-38 

118 

69 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
166875 

LIB3234-015-P1-K1-G6 

BLASTX 

gl669668 

215 

l.Oe-17 

45 

91 
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NCBI Description (X97131) EFl-alpha [Forsythia x intermedia] 



Seq. No. 

Seq. ID 

Method 

NCBI-GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166876 

LIB3234-015-P1-K1-G7 

BLASTN 

g4531433 

332 

O.Oe+00 

364 

98 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

166877 

LIB3234-015-P1-K1-G8 

BLASTN 

g2262155 

366 

0, Oe+00 

370 

100 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

166878 

LIB3234-G15-P1-K1-G9 

BLASTX 

gl25576 

401 

3.0e-39 

96 

84 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1,19) precursor - Arabidopsis thaliana 

>gi_164 41_emb_CAA41155_ (X58149) Ribulose-5-phosphate 

kinase [Arabidopsis thaliana] 

166879 

LIB3234-015-P1-K1-H10 

BLASTX 

g3395432 

513 

3.0e-52 

100 

99 

(AC004683) unknown protein [Arabidopsis thaliana] 
166880 

LIB3234-015-P1-K1-H11 

BLASTN 

g3334860 

66 

l.Oe-28 

220 

92 

Solanum tuberosum chloroplast tRNA-Asn, tRNA-Arg genes 



22506 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



166881 

LIB3234-015-P1-K1-H12 

BLASTX 

g3033386 

242 ..r 

l.Oe-20 

82 

66 

{AC004238) RING3-like protein [Arabidopsis thaliana] 



166882 

LIB3234-015-P1-K1-H3 

BLASTX 

g2827699 

409 

4.0e-40 

96 

83 

{AL021684) predicted protein 



[Arabidopsis thaliana] 



166883 

LIB3234-015-P1-K1-H4 

BLASTX 

g4335749 

533 

l.Oe-54 

103 

99 

(AC006284) unknown protein [Arabidopsis thaliana] 
166884 

LIB3234-015-P1-K1-H5 

BLASTX 

gl350783 

324 

2.0e-30 

76 

86 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 
>gi_282883_pir_S27756 receptor-like protein kinase 
precursor - Arabidopsis thaliana >gi_166850 (M84 660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_284 24 92_emb_CAA16889_ (AL02174 9) receptor-like prot 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

166885 

LIB3234-015-P1-K1-H6 

BLASTX 

g3033386 

391 

5.0e-38 

124 

68 

{AC004238) RING3-like protein [Arabidopsis thaliana] 
166886 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-015-P1-K1-H7 

BLASTN 

gl2279 

89 

2.0e-42 

165 

94 

Spinach chloroplast genes for the D2 and 44 kd reaction 
centre, chlorophyll a-binding protein and for tRNA-Ser 
(UGA) 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ■ 

NCBI Description 



166887 

LIB3234-015-P1-K1-H8 

BLASTX 

gl345973 

421 

2.0e-41 

95 

81 

OMEGA-3 FATTY ACID DESATUEIASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 oinega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
oinega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj__BAA05514_ (D26508)' 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

166888 

LIB3234-015-P1-K1-H9 

BLASTX 

g2781354 

254 

5.0e-22 

49 

100 

(AC003113) F24O1.10 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166889 

LIB3234-016-P1-K1-A10 

BLASTX 

g3096910 

535 

6.0e-55 

114 

88 

(AJ005813) neoxanthin cleavage enzyme [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166890 

LIB3234-016-P1-K1-A11 

BLASTN 

g4510338 

339 

O.Oe+00 
343 



22508 



% identity 100 

NCBI Description Arabidopsis thaliana chromosome II BAG F2H17 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166891 

LIB3234-016-P1-K1-A12 

BLASTN 

g3046852 

196 

l.Oe-106 

336 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ16, complete sequence [Arabidopsis thaliana] 

166892 

LIB3234-016-P1-K1-A2 

BLASTN 

g2864607 

350 

O.Oe+00 

357 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone F10M6 
(ESSAII project) 

166893 

LIB3234-016-P1-K1-A3 

BLASTX 

gl864017 

502 

5.0e-51 

95 

100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
166894 

LIB3234-016-P1-K1-A4 

BLASTX 

gl669668 

370 

l.Oe-35 

80 

91 

(X97131) EFl-alpha [Forsythia x intermedia] 
166895 

LIB3234-016-P1-K1-A5 

BLASTX 

g4455342 

143 

6,0e-09 

29 

100 

(AL035522) 0-methyltransf erase-like protein [Arabidopsis 
thaliana] 



22509 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI .Description 



166896 

LIB3234-016-P1-K1-A6 

BLASTN 

g4455339 

242 

l.Oe-134 

331 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T12J5 



Seq. No. 
Seq. ID 
Method 



166897 

LIB3234-016-P1-K1-A7 

BLASTX 

g3249107 

434 

4.0e-43 

90 

91 

(AC003114) Contains similarity to phloem-specific lectin 
PP2 gb_Z17331 from Cucubita maxima. [Arabidopsis thaliana] 

166898 

LIB3234-016-P1-K1-A8 

BLASTX 

g2662343 

247 

4.0e-21 

85 

58 

(D63581) EF-1 alpha [Oryza sativa] 
166899 

LIB3234-016-P1-K1-A9 

BLASTX 

g99688 

603 

6.0e-63 

116 

99 

translation elongation factor eEF-1 alpha chain (gene A4 ) 
Arabidopsis thaliana >gi_295789_emb_CAA34 4 56_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

166900 

LIB3234-016-P1-K1-B1 

BLASTN 

g2191126 

166 

2.0e-88 

355 

94 

Arabidopsis thaliana BAC IG002N01 
166901 

LIB3234-016-P1-K1-B10 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score, 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengjrh 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4056485 
133 

8.0e-08 

89 

10 

{AC005896) hypothetical protein [Arabidopsis thaliana] 
166902 

LIB3234-016-P1-K1-B11 

BLASTX 

g2894574 

513 

2.0e-52 

97 

100 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_einb_CAA18099.1_ {AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 

166903 

LIB3234-016-P1-K1-B12 

BLASTX 

g4585966 

553 

5.0e-57 

114 

94 

{AC005287) Putative dihyrdolipoamide acetyltransf erase 
[Arabidopsis thaliana] 

166904 

LIB3234-016-P1-K1-B4 

BLASTX 

g3337361 

668 

2.0e-70 

117 

99 

(AC004481) anlcyrin-like protein [Arabidopsis thaliana] 
166905 

LIB3234-016-P1-K1-B5 

BLASTX 

g3935151 

547 

2.0e-56 

103 

99 

{AC005106) T25N20.15 [Arabidopsis thaliana] 
166906 

LIB3234-016-P1-K1-B6 

BLASTN 

g4006815 

262 

l.Oe-145 
295 



22511 



% identity 97 

NCBI Description Arabidopsis thaliana chromosome II BAG T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166907 

LIB3234-016-P1-K1-B8 

BLASTX 

gl619602 

388 

l.Oe-37 

112 

39 

(Y08726) MtN3 [Medicago truncatula] 
166908 

LIB3234-016-P1-K1-B9 

BLASTX 

g3582328 

256 

3.0e-22 
111 

12 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
166909 

LIB3234-016-P1-K1-C1 

BLASTX 

gl711513 

408 

5.0e-40 

85 

99 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 3 (SRP54) 
>gi_515681 (U12127) signal recognition particle 54 kDa 
subunit [Arabidopsis thaliana] 



166910 

LIB3234-016 

BLASTX 

gll837 

223 

2.0e-18 

70 

61 

(Z00044) 
tabacum] 
tabaciam] 



-Pl-Kl-Cll 



NADH dehydrogenase 27kD subunit [Nicotiana 
>gi_225205_prf_1211235AK bhpB gene [Nicotiana 



166911 

LIB3234-016-P1-K1-C3 

BLASTX 

g2583125 

524 

l.Oe-53 

118 

85 

(AC002387) putative transketolase precursor [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166912 

LIB3234-016-P1-K1-C4 

BLASTX 

g2583125 

425 

5.0e-42 

114 

75 

{AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 

166913 

LIB3234-016-P1-K1-C5 

BLASTX 

g4773885 

523 

2.0e-53 

99 

98 

(AF076243) putative aspartic protease [Arabidopsis 
thaliana] 

166914 

LIB3234-016-P1-K1-C7 

BLASTX 

gll70503 

561 

5.0e-58 

113 

98 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_einb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

166915 

LIB3234-016-P1-K1-C8 

BLASTN 

g4567300 

219 

l.Oe-120 

352 

100 

Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 

166916 

LIB3234-016-P1-K1-D1 

BLASTX 

gll9143 

470 

3.0e-47 

92 

98 
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NCBI Description ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi 81606_pir_S06724 translation elongation factor eEF-1 
^v?^!'.o^^^? " ^"^i^opsis thaliana >gi 295788 emb CAA34453 
; i^^Loi''''^!^^'''' 1-alpha [Arabidopsis thaliana] " 

>gx 1369927_emb_CAA34454_ {X16431) elongation factor 
/C?^?of X f^^^^^opsis thaliana] >gi_1369928 emb CAA34455 
[ .llLtl'''''^^^^'''' factor 1-alpha [Arabidopsii thaliana] 
^^M^^o.^^^ ^""^^^^ EF-lalpha-Al [Arabidopsis thaliana] 
1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana 
>gx_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



166917 

LIB3234-016-P1-K1-D7 

BLASTX 

gl864017 

549 

l.Oe-56 

105 

99 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
166918 

LIB3234-016-P1-K1-D8 

BLASTX 

g4263704 

.221 

4.0e-18 

76 

'54 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

166919 

LIB3234-016-P1-K1-D9 

BLASTN 

g3402671 

341 

0. Oe+00 

345 

100 

Arabidopsis thaliana chromosome II BAG T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166920 

LIB3234-016-P1-K1-E10 

BLASTX 

g4581146 

441 

6.0e-44 

98 

91 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

166921 

LIB3234-016-P1-K1-E11 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4220643 
310 

l.Oe-174 

342 

98 

-Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD22, complete sequence [Arabidopsis thaliana] 

166922 

LIB3234-016-P1-K1-E12 

BLASTN 

g4159712 

334 

O.Oe+00 

338 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 

166923 

LIB3234-016-P1-K1-E5 

BLASTX 

g3395435 

407 

6.0e-40 

98 

89 

(AC004683) myosin heavy chain-like protein [Arabidopsis 
thaliana] 

166924 

LIB3234-016-P1-K1-E7 

BLASTX 

gl66570 

174 

l.Oe-12 

31 

100 

(L04173) glycine rich protein [Arabidopsis thaliana] 
166925 

LIB3234-016-P1-K1-E8 

BLASTX 

g2738248 

514 

2.0e-52 

98 

100 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

166926 

LIB3234-016-P1-K1-E9 

BLASTX 

g2880051 

233 

2,0e-19 
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Match length 56 
% identity 80 

NCBI Description (AC002340) putative" protein kinase [Arabidopsis thaliana] 

Seq. No. 166927 

Seq. ID LIB3234-016-P1-K1-F1 

Method BLASTN 

NCBI GI g4589435 

BLAST score 316 

E value l,0e-178 

Match length 34 8 

% identity 98 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
M0E17, complete sequence 

Seq. No. 166928 

Seq. ID LIB3234-016-P1-K1-F10 

Method BLASTX 

NCBI GI g2244749 

BLAST score 609 

E value l.Oe-63 

Match length 115 

% identity 100 

NCBI Description (Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 

Seq. No. 166929 

Seq. ID LIB3234-016-P1-K1-F11 

Method BLASTX 

NCBI GI g633890 

BLAST score 370 

E value l.Oe-35 

Match length 115 

% identity 66 

NCBI Description (S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 

Seq. No. 166930 

Seq. ID LIB3234-016-P1-K1-F5 

Method BLASTN 

NCBI GI g2618601 

BLAST score 164 

E value 3.0e-87 

Match length 34 3 

% identity 97 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 

Seq. No. 166931 

Seq. ID LIB3234-016-P1-K1-F6 

Method BLASTX 

NCBI GI gl929056 

BLAST score 417 

E value 4.0e-41 

Match length 116 

% identity 73 

NCBI Description (Y12090) putative 3, 4-dihydroxy-2-butanone kinase 
[Lycopersicon esculentum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166932 

LIB3234-016-P1-K1-F7 

BLASTN 

g2642152 

264 

l.Oe-147 

349 

100 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166933 

LIB3234-016-P1-K1-F8 

BLASTX 

gl35858 

204 

4.0e-16 

41 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_997 60_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_4 45128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

166934 

LIB3234-016-P1-K1-F9 

BLASTN 

g4589410 

340 

O.Oe+00 

344 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

166935 

LIB3234-016-P1-K1-G11 

BLASTN 

g2351069 

235 

l.Oe-129 

349 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 

166936 

LIB3234-016-P1-K1-G12 

BLASTX 

g4454032 

592 

l.Oe-61 
114 
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% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



100 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



{AL035394) putative protein [Arabidopsis thaliana] 
166937 

LIB3234-016-P1-K1-G3 
BLASTX 
g3'334123 
377 

2.0e-36 
97 
82 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 

TAJnn5???f^^^/^:^^^^^^ [Arabidopsis thaliana] >gi 2924787 
AC002334) mitochondrial Fl-ATPase, gamma subunit ~ 
[Arabidopsis thaliana] 

166938 

LIB3234-016-P1-K1-G5 

BLASTX 

g3157930 

548 

2.0e-56 

103' 
99 

{AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb L27 664 from 
Brassica napus . ESTs gb_Z48548 and gb Z48549"come from 
this gene. [Arabidopsis thaliana] 

166939 

LIB3234-016-P1-K1-G6 

BLASTX 

gl363488 

524 

l.Oe-53 

103 

99 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364 gb AAD15575 
(AC00634 0) auxin-induced IAA8 protein [Arabidopsis ~ 
thaliana] ^ 

166940 

LIB3234-016-P1-K1-G7 

BLASTN 

g4589969 

325 

O.Oe+00 

346 

98 

Arabidopsis thaliana chromosome II BAG F1P15 genomic 
sequence, complete sequence 

166941 

LIB3234-016-P1-K1-G8 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3915847 
314 

5.0e-29 > 

71 

87 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
4 OS ribosomal protein S2 [Arabidopsis thaliana] 

166942 

LIB3234-016-P1-K1-G9 

BLASTX 

gl550740 

461 

3.0e-46 

88 

100 

(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 
166943 

LIB3234-016-P1-K1-H10 

BLASTN 

g4006885 

232 

l.Oe-128 
346 • 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contiq 
fragment No 



166944 

LIB3234-016-P1-K1-H2 

BLASTX 

g2944446 

336 

l.Oe-31 

105 

57 

(AF050756) cysteine endopeptidase precursor [Ricinus 
communis] 

166945 

LIB3234-016-P1-K1-H3 

BLASTX 

g2944446 

272 

4.0e-24 

92 

52 

(AF050756) cysteine endopeptidase precursor [Ricinus 
communis] 

166946 

LIB3234-016-P1-K1-H4 

BLASTX 

gl531762 

155 

2.0e-10 
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Match length 4 4 

% identity 70 

NCBI Description (Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



thaliana] 
166947 

LIB3234-016-P1-K1-H6 

BLASTX 

g881615 

513 

2.0e-52 

108 

93 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ {AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

166948 

LIB3234-016-P1-K1-H7 

BLASTX 

g3122724 

351 

2.0e-33 

69 

100 

60S RIBOSOMAL PROTEIN L38 >gi_228 9009 (AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 

166949 

LIB3234-016-P1-K1-H8 

BLASTN 

g3449331 

346 

0. Oe+00 

346 

29 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis t^ialiana] 

166950 

LIB3234-016-P1-K1-H9 

BLASTN 

g4733952 

176 

2.0e-94 

349 

100 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 

166951 

LIB3234-017-P1-K1-A1 

BLASTX 

g3935151 

505 

2.0e-51 
101 
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% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



92 



(AC005106) T25N20.15 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166952 

LIB3234-017-P1-K1-A10 
BLASTX 
gl531758 
275 

2.0e-24 
67 
79 

{X98772) AUXl [Arabidopsis thaliana] >gi 3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] ~ 

166953 

LIB3234-017-P1-K1-A2 

BLASTN 

g4519193 

162 

6.0e-86 

366 

96 

^"^^t^^^^^^ thaliana genomic DNA, chromosome 3, PI clone- 
MDCll, complete sequence 

166954 

LIB3234-017-P1-K1-A3 

BLASTN 

g4519193 

127 

5.0e-65 

353 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone- 
MDCll, complete sequence 

166955 

LIB3234-017-P1-K1-A4 

BLASTX 

g602076 

493 

5.0e-50 

102 

22 

{X77456) pentameric polyubiquitin [Nicotiana tabacum] 
166956 

LIB3234-017-P1-K1-A7 

BLASTN 

g3449331 

109 

2.0e-54 

263 

49 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone- 
MNC17, complete sequence [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166957 

LIB3234-017-P1-K1-A8 
BLASTX 
g4056502 
552 

6.0e-57 
117 
91 

{AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
166958 

LIB3234-017-P1-K1-A9 
BLASTX 
gll3595 
416 

6.0e-41 
118 
65 

ALDOSE REDUCTASE (AR) (ALDEHYDE REDUCTASE) 
>gi_100562_pir_S15024 aldose reductase-related protein - 
barley >gi_18891_errib_CAA40747_ (X57526) aldose 
reductase-related protein [Hordeum vulgare] 

166959 

LIB3234-017-P1-K1-B1 

BLASTX 

g2801442 

561 

6.0e-58 

111 

89 

(AF028338) ubiquit in-conjugating enzyme 15 [Arabidopsis 
thaliana] ^ 

166960 

LIB3234-017-P1-K1-B10 

BLASTX 

g4503755 

163 

3.0e-ll 

97 

45 

flavin containing monooxygenase 1 
>gi_399505_sp_Q01740_FMOl_HUMAN DIMETHYLANILINE 
MONOOXYGENASE (N-OXIDE FORMING) 1 (FETAL HEPATIC 
FLAVIN-CONTAINING MONOOXYGENASE 1) (FMO 1) (DIMETHYLANILINE 
OXIDASE 1) >gi_105847_pir_A40876 dimethylaniline 
monooxygenase (N-oxide-forming) (EC 1.14.13.8), hepatic 1 - 
human >gi_182671 (M64082) flavin-containing monooxygenase 
[Homo sapiens] 

166961 

LIB3234-017-P1-K1-B11 

BLASTN 

g4757414 

343 

O.Oe+00 
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Match length 351 
% identity 99 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone- 
MYF24, complete sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



166962 

LIB3234-017-P1-K1-B12 

BLASTX 

g3169287 

596 

4.0e-62 

117 

100 

(AF050673) vacuolar H+-ATPase catalytic subunit [Gossypium 
hirsutum] 

166963 

LIB3234-017-P1-K1-B2 

BLASTX 

gl345973 

400 

4.0e-39 

92 

80 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
>gi_541882_pir_JQ2335 omega-3 fatty acid desaturase (EC 
1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabxdopsxs thaliana] >gi_1197795_dbj_BAA05514 (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 {AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

166964 

LIB3234-017-P1-K1-B3 

BLASTN 

g4531433 

359 

O.Oe+00 

367 

99 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

166965 

LIB3234-017-P1-K1-B4 

BLASTX 

g3075399 

207 

2.0e-16 

83 

49 

(AC004484) SF16-like protein [Arabidopsis thaliana] 
166966 

LIB3234-017-P1-K1-B5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2809246 

200 

l.Oe-15 

120 

38 

(AC002560) F2401.15 [Arabidopsis thaliana] 
166967 

LIB3234-017-P1-K1-B6 

BLASTX 

gl931655 

351 

2.0e-33 

70 

100 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 
166968 

LIB3234-017-P1-K1-C12 

BLASTX 

gll5767 

614 

3.0e-64 

118 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
.(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-bmding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b bindina 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b bindina 
protein (LHCP AB 180) [Arabidopsis thaliana] 

166969 

LIB3234-017-P1-K1-C2 

BLASTX 

g3924597 

335 

2.0e-31 

122 

61 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
166970 

LIB3234-017-P1-K1-C6 

BLASTN 

g4325340 

339 

O.Oe+00 

363 

98 



NCBI Description Arabidopsis thaliana BAC TlJl 



Seq. No. 
Seq. ID 
Method 



166971 

LIB3234-017-P1-K1-C9 
BLASTX 
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NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl616787 
503 

4.06-51 

94 

100 

(071122) pyruvate decarboxylase [Arabidopsis thaliana] 
166972 

LIB3234-017-P1-K1-D11 

BLASTN 

g2924257 

35 

3.0e-10 

55 

91 

Tobacco chloroplast genome DNA 
166973 

LIB3234-017-P1-K1-D12 

BLASTN 

g2864607 

216 

l.Oe-118 
299 

99 . 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

166974 

LIB3234-017-P1-K1-D2 

BLASTN 

g3510337 

235 

l.Oe-129 

353 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 

166975 

LIB3234-017-P1-K1-D3 

BLASTX 

g2498329 

137 

9.0e-16 

86 • . 

53 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 
pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (056140) similar to the Saccharomyces 
cerevxsiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces ce.revisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 



166976 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
"Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-017-P1-K1-D4 

BLASTX 

gl592677 

183 

l.Oe-13 

38 

95 

{X91912) 



LEA76 homologue type2 [Arabidopsis thaliana] 



166977 

LIB3234-017-P1-K1-D7 
BLASTX 
gl40551 
284 

2.0e-25 
79 
69 

HYPOTHETICAL 250 KD PROTEIN (ORE 2131) 
>gi 81505_pir_S01446 hypothetical protein 2131 - spinach 
chloroplast >gi_1224 6_emb_CAA307 4 3_ (X07908) ORE 2131 (AA 
1-2131) [Spinacia oleracea] 

166978 

LIB3234-017-P1-K1-D8 

BLASTX 

g3152562 

408 

5,0e-40 

82 

100 

(AC002986) Similar to proteosome component, micropain 
(multi-catalytic endopeptidase complex) subunit Yl , 

gb X56731 from S. cerevisiae. EST gb_Z25719 comes' from 

this gene. [Arabidopsis thaliana] 

166979 

LIB3234-017-P1-K1-D9 

BLASTX 

g2052379 

614 

3.0e-64 

116 

98 

(U66343) calreticulin [Arabidopsis thaliana] 
166980 

LIB3234-017-P1-K1-E10 

BLASTX 

g3024434 

300 

2.0e-27 

80 

79 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-l) >gi_2564337_dbj BAA22951 
(D88663) Tat binding protein 1 [Brassica ripa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166981 

LIB3234-017-P1-K1-E12 

BLASTX 

g2262164 

287 

7.0e-26 

84 

70 

(AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 

166982 

LIB3234-017-P1-K1-E2 

BLASTN 

g4589414 

282 

l.Oe-157 

367 

99 

Arabidopsis thaliana genomic DNA, 
K14B15, complete sequence 



chromosome 3, TAC clone: 



Seq. No, 



166983 

LIB3234-017-P1-K1-E3 

BLASTN 

g4432793 

248 

l.Oe-137 

292 

96 

Arabidopsis thaliana chromosome II BAG T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166984 

LIB3234-017-P1-K1-E4 

BLASTN 

g2656026 

361 

0. Oe+00 

365 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDF20 

166985 

LIB3234-017-P1-K1-E5 

BLASTX 

g2598461 

183 

l.Oe-13 

104 

38 

{Z98048) HIP (HSC70-INTERACTING PROTEIN (PROGESTERONE 
RECEPTOR-ASSOCIATED P48 PROTEIN) [Homo sapiens] >gi 4049268 
(U17714) putative tumor suppressor ST13 [Homo sapiens] 

166986 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3234-017-P1-K1-E6 

BLASTX 

gl35858 

252 ^: 

l.Oe-21 

51 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 
>gi 99760^pir_S22201 tonoplast intrinsic protein alpha - 
Arabidopsis thaliana >gi_16182_emb_CAA45114 (X63551) 
tonoplast intrinsic protein: alpha-TIP (Aral [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 
[Arabidopsis thaliana] >gi_4 45128_prf_1908432A tonoplast 
intrinsic protein alpha [Arabidopsis thaliana] 

166987 
LIB3234 
BLASTX 
g222491 
218 

9.0e-18 
110 
44 

(U93048 
carota] 



-017-P1-K1-E7 
1 



) somatic embryogenesis receptor-like kinase [Daucus 



166988 

LIB3234-017-P1-K1-E8 

BLASTX 

g3367520 

209 

l.Oe-16 

110 

41 

(AC004392) Similar to protein kinase APKIA, 
tyrosine-serine-threonine kinase gb_D12522 from A 
thaliana. [Arabidopsis thaliana] 

166989 

LIB3234-017-P1-K1-E9 

BLASTX 

g2129767 

643 

l.Oe-67 

124 

98 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi 1805364 dbj BAA09615 
(D61394) beta-VPE [Arabidopsis thaliina] ~ ~ 

166990 

LIB3234-017-P1-K1-F10 

BLASTX 

gl526424 

433 

6.0e-43 
100 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D64140) LEA protein in group 3 [Arabidopsis thaliana] 
166991 

LIB3234-017-P1-K1-F11 

BLASTN 

gl469227 

60 

4.0e-25 

116 

88 

B.oleracea mRNA for hypothetical protein 
166992 

LIB3234-017-P1-K1-F12 

BLASTN 

g3985955 

285 

l.Oe-159 

360 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTH16, complete sequence [Arabidopsis thaliana] 



PI clone 



166993 

LIB3234-017-P1-K1-F2 

BLASTN 

g2062153 

257 

l.Oe-142 

306 

98 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166994 

LIB3234-017-P1-K1-F3 

BLASTN 

g4467131 

347 

O.Oe+00 

363 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20M13 
(ESSA project) 

166995 

LIB3234-017-P1-K1-F4 

BLASTN 

g4582411 

292 

l.Oe-163 

359 

99 

Arabidopsis thaliana chromosome 1 BAC T23K8 sequence, 
complete sequence 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166996 

LIB3234-017-P1-K1-F5 

BLASTX 

gll8927 

145 

4.0e-09 

117 

35 

DESSICATION-RELATED PROTEIN CLONE PCC3-06 
>gi_320603_pir_C45509 desiccation-related protein (clone 
PCC3-06) - Craterostigma plantagineuiti >gi_167475 (M62989) 
dessication-related protein [Craterostigma plantagineum] 
>gi_227779_prf_1710351C abscisic acid responsive protein C 
[Craterostigma plantagineum] 

166997 

LIB3234-017-P1-K1-F6 

BLASTX 

g421836 

370 

l.Oe-35 

76 

100 

G-box-binding factor GF14 - Arabidopsis thaliana >qi 553040 
(M96855) GF14 [Arabidopsis thaliana] 

166998 

LIB3234-017-P1-K1-F7 

BLASTX 

g3785989 

312 

9.0e-29 

117 

57 

(AC005560) unknown protein [Arabidopsis thaliana] 
166999 

LIB3234-017-P1-K1-F8 

BLASTN 

g2459406 

350 

O.Oe+00 

354 

100 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167000 

LIB3234-017-P1-K1-F9 

BLASTX 

gl255951 

387 

l.Oe-37 

91 

79 

(X96932) PS60 [Nicotiana tabacum] 
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Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
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% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match "length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167001 

LIB3234-017-P1-K1-G1 
BLASTN 
gl296310 
63 

7.0e-27 
135 
87 

Arabidopsis thaliana chromosome I cosmid gl7311 DNA 
167002 

LIB3234-017-P1-K1-G12 
BLASTX 
gl531762 
179 

4.0e-13 
48 

73 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167003 

LIB3234-017-P1-K1-G2 

BLASTX ' 

gl009234 

471 

2.0e-47 

114 

80 

(L38829) SUP2 gene product [Nicotiana tabacum] 
167004 

LIB3234-017-P1-K1-G3 

BLASTX 

gl531760 

452 

3.0e-45 

88 

100 

(X97075) proline oxidase [Arabidopsis thaliana] 
167005 

LIB3234-017-P1-K1-G5 

BLASTX 

gll70505 

494 

4.0e-50 

94 

100 

EUKARYOTIC INITIATION FACTOR 4A-2 (EIF-4A-2) 
>gi_322504_pir_JC1453 translation initiation factor 
lllZi^^ ~ ^"^i^opsis thaliana >gi_16556_emb CAA46189 
{X65053) eukaryotic translation initiation factor 4A-2 
™neoo^^''^ thaliana] >gi_4585969_gb_AAD25605 . 1 AC005287 7 
{AC005287) Eukaryotic Initiation Factor 4A-2 [Aribidopsis" 
thaliana] ^ 
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NCBI GI 
BLAST score 
E value 
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% identity 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 
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Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167006 

LIB3234-017-P1-K1-G6 

BLASTX 

g99688 

594 

7.0e-62 

114 

100 



translation elongation factor eEF-1 alpha chain (gene A4) - 
Arabidopsis thaliana >gi_295789_emb_CAA34456 (X16432) 
elongation factor 1-alpha [Arabidopsis thalilna] 

167007 

LIB3234-017-P1-K1-G8 

BLASTX 

g2435395 

274 

2.0e-24 

63 

73 

(U63550) pectate lyase [Fragaria x ananassa] 
167008 

LIB3234-017-P1-K1-H1 

BLASTX 

g4585882 

466 

8.0e-47 

89 

99 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

167009 

LIB3234-017-P1-K1-H11 

BLASTX 

g4587519 

548 

2.0e-56 

108 

100 

(AC007060) Strong similarity to F19I3.7 gi_3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_Z17908, gb_AA728673, gb N96555, 
gb_H76335, gb_AA712463, gb_W43247, gb_T45611,~g 

167010 

LIB3234-017-P1-K1-H12 

BLASTN 

g4512656 

169 

4.0e-90 

364 

90 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 
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Seq. ID 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 



167011 

LIB3234-017-P1-K1-H2 
BLASTX 
g4490330 
609 

1 . Oe-63 
120 
94 

(AL035656) splicing factor-like protein [Arabidopsis 
tnaliana] 

167012 

LIB3234-017-P1-K1-H3 

BLASTX 

g4115386 

497 

2.0e-50 

105 

88 

(AC005967) unknown protein [Arabidopsis thaliana] 
167013 

LIB3234-017-P1-K1-H6 

BLASTN 

g3985952 

202 

l.Oe-110 

318 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone- 
MRC8, complete sequence [Arabidopsis thaliana] 

167014 

LIB3234-017-P1-K1-H7 

BLASTN 

g3241917 

351 

O.Oe+00 

355 

100 

^^Qn^"^^^^^^ thaliana genomic DNA, chromosome 5, TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 

167015 

LIB3234-017-P1-K1-H9 

BLASTN 

g22564 

160 

9.0e-85 

225 

99 

A. thaliana tufA gene for elongation factor Tu 
167016 

LIB3234-018-P1-K1-A1 

BLASTX 

g2924282 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406 

9.0e-40 
81 
93 

(Z0004 4) NADH dehydrogenase NDl subunit [Nicotiana tabacum] 
167017 

LIB3234-018-P1-K1-A10 
BLASTN 
g2281081 
345 

0. Oe+00 
357 
99 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167018 

LIB3234-018-P1-K1-A11 

BLASTX 

g881615 

471 

2.0e-47 
106 

90. 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 

>gi 3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 

1 [Arabidopsis thaliana] 

167019 

LIB3234-018-P1-K1-A8 

BLASTX 

g2160151 

480 

2.0e-48 

113 

85 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 

167020 

LIB3234-018-P1-K1-B10 

BLASTN 

g4512656 

37 

2.0e-ll 

268 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

167021 

LIB3234-018-P1-K1-B12 

BLASTX 

g2506139 

286 

l.Oe-25 
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Match length 

% identity 
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% identity 
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Seq. No. 
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Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



80 
75 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_131404 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

167022 

LIB3234-018--P1-K1-B2 

BLASTX , 

g3869088 

537 

4.0e-55 

104 

99 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
167023 

LIB3234-018-P1-K1-B4 

BLASTN 

g4335744 

102 

4.0e-50 

240 

95 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167024 

LIB3234-018-P1-K1-B7 

BLASTX 

gll2682 

573 

2.0e-59 

114 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167025 

LIB3234-018-P1-K1-C1 

BLASTN 

g2645198 

45 

4.0e-16 

162 

83 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167026 

LIB3234-018-P1-K1-C9 

BLASTN 

g3047060 

212 
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E value 
Match length 
% identity 
NCBI Description 
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Seq. ID 
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NCBI GI 
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Match length 

% identity 
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Seq. No. 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 
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Seq. No. 
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NCBI GI 
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% identity 
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Seq. No. 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



l.Oe-116 

359 

47 

Arabidopsis thaliana BAG F7N22 
167027 

LIB3234-018-P1-K1-D1 

BLASTX 

gl628583 

79 

2.0e-55 

117 

89 

(□66916) 
thaliana] 



12S cruciferin seed storage protein [Arabidopsis 
>gi_2842495_enib CAA16892 (AL021749) 12S 



cruciferin seed storage protein [Arabidopsis thaliana] 
167028 

LIB3234-018-P1-K1-D10 

BLASTN 

g3985955 

268 

l.Oe-149 

351 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 

167029 

LIB3234-018-P1-K1-D3 

BLASTX 

gl531762 

179 

3.0e-13 

48 

73 

(Y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167030 

LIB3234-018-P1-K1-D5 

BLASTN 

g3292807 

138 

l.Oe-71 

303 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 

167031 

LIB3234-018-P1-K1-D7 

BLASTN 

g4757414 

187 

l.Oe-101 
313 
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% identity 99 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 
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Match length 
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167032 

LIB3234-018-P1-K1-E10 

BLASTX 

g3928086 

379 

l.Oe-36 

76 

9? 

(AC005770) unknown protein [Arabidopsis thaliana] 
167033 

LIB3234-018-P1-K1-E2 

BLASTN 

g2281081 

42 

2.0e-14 

96 

84 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167034 

LIB3234-018-P1-K1-E4 

BLASTN 

g4314374 

47 

3.0e-17 

166 

58 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167035 

LIB3234-018-P1-K1-E6 

BLASTN 

g3449331 

271 

l.Oe-151 

343 

49 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 

167036 

LIB3234-018-P1-K1-E7 

BLASTX 

g3834307 

632 

3.0e-66 

118 

100 

{AC005679) Strong similarity to gene T10I14.120 gi 2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 



22537 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
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ESTs gb_N65887 and gb_N65627 come from this gene 
[Arabidopsis thaliana] 

167037 

LIB3234-018-P1-K1-E8 

BLASTX 

gl490554 

181 

2.0e-13 

91 

47 

(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] ^ 

167038 

LIB3234-018-P1-K1-F10 

BLASTX 

g2887500 

192 

l.Oe-14 

39 

85 

(AC002339) putative AP2 domain-containing protein 
[Arabidopsis thaliana] 

167039 

LIB3234-018-P1-K1-F4 

BLASTN 

g4206788 

178 

l.Oe-95 

182 

99 

Arabidopsis thaliana syntaxin-related protein At-SYRl 
(At-Syrl) mRNA, complete cds 

167040 

,LIB3234-018-P1-K1-F6 

■BLASTX 

g543815 

470 

3.0e-47 

92 

95 

FLORAL HOMEOTIC PROTEIN APETALA3 >gi_282855 pir A42095 
homeotic protein AP3 - Arabidopsis thaliana~>gi~66608 
(M8 6357) APETELA3 [Arabidopsis thaliana] 

167041 

LIB3234-018-P1-K1-F7 

BLASTX 

g2501812 

475 

7.0e-48 

118 

81 

(U91509) glycolate oxidase [Arabidopsis thaliana] 
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NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



167042 

LIB3234-018-P1-K1-G1 

BLASTN 

gl030693 

71 

8.0e-32 

123 

87 

Arabidopsis thaliana ruRNA for fatty acid desaturase in 
endoplasmic reticulum, complete cds 

167043 

LIB3234-018-P1-K1-G2 

BLASTX 

gl31336 

339 

6.0e-32 

73 

93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715 pir F2NT0P 
photosystem II phosphoprotein psbH - common tobac^ 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 
>gi_225225_prf_1211235BG photosystem II lOkD 
phosphoprotein [Nicotiana tabacum] 

167044 

LIB3234-018-P1-K1-G3 

BLASTN 

g3046855 

323 

O.Oe+00 

359 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone- 
MSLl, complete sequence [Arabidopsis thaliana] 

167045 

LIB3234-018-P1-K1-G7 

BLASTN 

g3172156 

99 

2.0e-48 

183 

88 

Arabidopsis thaliana chromosome 1 BAC T22J18 sequence 
complete sequence, [Arabidopsis thaliana] 

167046 

LIB3234-018-P1-K1-G8 

BLASTX 

gl41631 

63 

3.0e-26 

87 

71 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 
BETA >gi_82218_pir_A05196 hypothetical protein 512 - 
common tobacco chloroplast >gi_11842_emb_CAA77362_ (Z0004 4) 
acetyl-CoA carboxylase beta subunit [Nicotiana tabacum] 
>gi_225210_prf_1211235AQ ORF 512 [Nicotiana tabacum] 

167047 

LIB3234-018-P1-K1-H1 

BLASTN 

g3269280 

342 

O.Oe+00 

354 

99 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 

167048 

LIB3234-018-P1-K1-H2 

BLASTX 

g399013 

411 

2.0e-40 

79 

100 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658__pir_S21313 ADP,ATP carrier protein - Arabidopsis 
thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 
>gi_445607_prf_1909354A adenylate translocator 
[Arabidopsis thaliana] 

167049 

LIB3234-018-P1-K1-H6 

BLASTX 

g3135270 

400 

4.0e-39 

80 

100 

(AC003058) putative protein kinase [Arabidopsis thaliana] 
167050 

LIB3234-018-P1-K1-H8 

BLASTN 

g3273742 

184 

3.0e-99 

269 

96 

Arabidopsis thaliana lipid transfer protein 2 precursor 
(LTP2) gene, complete cds 

167051 

LIB3234-019-P1-K1-A1 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E "value 
Match length 
% identity 



gll2682 
477 

4.0e-48 

114 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605 pir S08510 
cruciferin precursor (CRB) - Arabidopsis thaliana" 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167052 

LIB3234-019-P1-K1-A12 

BLASTN 

gl6450 

33 

7.0e-10 

62 

85 

A. thaliana rabl8 gene 
167053 

LIB3234-019-P1-K1-A8 

BLASTN 

gl6450 

78 

3.0e-36 

138 

92 



NCBI Description A. thaliana rabl8 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167054 

LIB3234-019-P1-K1-A9 

BLASTN 

g4159703 

37 

l.Oe-11 

129 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence 

167055 

LIB3234-019-P1-K1-B11 

BLASTX 

g21911 

196 

4.0e-15 

79 

46 

{X62625) vicilin [Theobroma cacao] 
167056 

LIB3234-019r-Pl-Kl-B2 

BLASTN 

g4757414 

326 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 
362 
98. 

thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

167057 

LIB3234-019-P1-K1-B5 

BLASTN 

g3449313 

285 

l.Oe-159 

317 

97 

^"^i'^^P^^^ ^^^^^^^^ genomic DNA, chromosome 5, TAG clone 
K21P3, complete sequence [Arabidopsis thaliana] 

167058 

LIB3234-019-P1-K1-B9 

BLASTX 

gl31336 

335 

2.0e-31 

73 

92 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715 pir F2NT0P 
photosystem II phosphoprotein psbH - common tobacH^ 
chloroplast >gi_11857_emb_CAA7737 4_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 
>gi_225225_prf_1211235BG photosystem II lOkD 
phosphoprotein [Nicotiana tabacum] 

167059 

LIB3234-019-P1-K1-C10 

BLASTN 

g4589445 

85 

5.0e-40 

225 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone- 
MWL2, complete sequence 

167060 

LIB3234-019-P1-K1-C11 

BLASTX 

gl345973 

418 

3.0e-41 

92 

84 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
>^^^ll^^2jpir_JQ2335 omega-3 fatty acid desaturase (EC 
1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana! 
>gi 471091_dbj_BAA04 505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167061 

LIB3234-019-P1-K1-C2 

BLASTN 

g3449331 

370 

O.Oe+00 

382 

25 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNC17, complete sequence [Arabidopsis thaliana] 

167062 

LIB3234-019-P1-K1-C5 

BLASTN 

g2924728 

378 

0,0e+00 

378 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXHl, complete sequence . [Arabidopsis thaliana] 

167063 

LIB3234-019-P1-K1-C6 

BLASTX 

gl864017 

539 

2.0e-55 

102 

100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
167064 

LIB3234-019-P1-K1-C7 

BLASTN 

g2351069 

314 

l.Oe-176 

378 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 

167065 

LIB3234-019-P1-K1-C8 

BLASTX 

g4204299 

509 

8.0e-52 

101 

99 

(AC003027) lcl_prt__seq No definition line found 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167066 

LIB3234-019-P1-K1-D1 
BLASTN 
g2358139 
122 

4.0e-62 
277 
87 

Arabidopsis thaliana chromosome 1 YAC yUP8H12 complete 
sequence [Arabidopsis thaliana] 

167067 

LIB3234-019-P1-K1-D2 

BLASTX 

gl617274 

289 

5.0e-26 

78 

74 

(Z72152) AMP-binding protein [Brassica napus] 
167068 

LIB3234-019-P1-K1-D4 
BLASTX 
g464707 
533 
.l.Oe-54 
105 
100 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir_S374 96 ribosomal 
protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_4 34 906_emb_CAA82275_ (Z28962) 
S18 -ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4 538910_emb_CAB3964 7.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

167069 

LIB3234-019-P1-K1-D5 

BLASTN 

g3150396 

349 

O.Oe+00 

381 

98 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167070 

LIB3234-019-P1-K1-E1 

BLASTX 

gll4591 

358 

2.0e-34 

75 

99 

ATP SYNTHASE EPSILON CHAIN >gi_81663_pir S01903 
H+-transporting ATP synthase (EC 3.6.1.34) epsilon chain 
Arabidopsis thaliana chloroplast >gi_11334_enib CAA31381 
(X12889) Cfl ATPase epsilon subunit (AA 1 - 132) ~ 
[Arabidopsis thaliana] 

167071 

LIB3234-019-P1-K1-E11 

BLASTX 

g3738338 

214 

3.0e-17 

75 

59 

(AC005170) 
thaliana] 



putative polygalacturonase [Arabidopsis 



167072 

LIB3234-019-P1-K1-E12 

BLASTN 

g2182289 

314 

l.Oe-176 

373 

98 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167073 

LIB3234-019-P1-K1-F1 

BLASTX 

g4432856 

198 

4.0e-19 

87 

60 

{AC006300) putative 2A6 protein [Arabidopsis thaliana] 
167074 

LIB3234-019-P1-K1-F10 

BLASTX 

gl350634 

419 

2.0e-41 

93 

89 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L23 

>gi_12213_emb_CAA46567_ (X65615) ribosomal protein L23 
[Sinapis alba] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167075 

LIB3234-019-P1-K1-F2 

BLASTN 

g3702315 

250 

l.Oe-138 

382 

98 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167076 

LIB3234-019-P1-K1-F8 

BLASTX 

gll3595 

413 

l.Oe-40 

123 

63 

ALDOSE REDUCTASE (AR) (ALDEHYDE REDUCTASE) 

>gi_100562_pir S15024 aldose reductase-related protein - 

barley >gi_188 91_emb_CAA4074 7_ (X57526) aldose 
reductase-related protein [Hordeum vulgare] 

167077 

LIB3234-019-P1-K1-F9 

BLASTN 

g3702729 

365 

O.Oe+00 

365 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A11, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167078 

LIB3234-019-P1-K1-G10 

BLASTN 

g2924733 

371 

O.Oe+00 

375 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167079 

LIB3234 

BLASTX 

gl34597 

401 

3.0e-39 

93 

80 

OMEGA- 3 
>gi_541 



■019-P1-K1-G12 



FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
882_pir JQ2335 omega-3 fatty acid desaturase (EC 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



1,14.99.-) CF3 - Arabidopsis thaliana >gi 408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsii thaliana] 
>gi 471091^dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514 (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167080 

LIB3234-019-P1-K1-G3 

BLASTX 

gl885356 

302 

l.Oe-27 

104 

54 

(U59323) type 1 RNA helicase pNORFl [Homo sapiens] 
167081 

LIB3234-019-P1-K1-G7 

BLASTN 

g2864607 

363 

O.Oe+00 

367 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

167082 

LIB3234-019-P1-K1-G8 

BLASTN 

g2264314 

264 

l.Oe-147 
360 

93 - . 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone- 
MQK4, complete sequence [Arabidopsis thaliana] 

167083 

LIB3234-019-P1-K1-G9 

BLASTN 

g2642152 

368 

O.Oe+00 

376 

99 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167084 

LIB3234-019-P1-K1-H1 

BLASTN 

g2477521 

105 

6.0e-52 
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Match length 

% identity 

NCBI Description 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



264 
97 

Arabidopsis thaliana chromosome I BAG F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167085 

LIB3234-019-P1-K1-H12 

BLASTX 

gl33960 

205 

3.0e-16 

49 

86 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 >gi_7087 6_pir R3NT4 
ribosomal protein S4 - common tobacco chloroplast 
>gi_11834_emb_CAA77354_ {Z00044) ribosomal protein S4 

[Nicotiana tabacum] >gi_225202_prf 1211235AG ribosomal 

protein S4 [Nicotiana tabacum] 

167086 

LIB3234-019-P1-K1-H2 

BLASTX 

gll2682 

676 " ' 

2.0e-71 

127 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167087 

LIB3234-019-P1-K1-H4 

BLASTN 

g563624 

72 

3.0e-32 

99 

95 

S. tuberosum (PU141) mRNA for U14 small nucleolar RNA 
167088 

LIB3234-019-P1-K1-H5 

BLASTX 

gll70503 

438 

2.0e-43 

84 

100 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_l 6554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-T 
[Arabidopsis thaliana] 
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Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167089 

LIB3234-019-P1-K1-H8 

BLASTX 

g4539348 

487 

3.0e-49 
116 

82 - 

{AL035539) putative pollen allergen [Arabidopsis thaliana] 
167090 

LIB3234-020-P1-K1-A1 

BLASTN 

g4096078 

113 

7.0e-57 

222 

95 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167091 

LIB3234-020-P1-K1-A2 

BLASTN 

g4096078 

145 

9.0e-76 

348 

94 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167092 

LIB3234-020-P1-K1-A3 

BLASTX 

g4455223 

355 

l.Oe-33 

132 

41 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 

167093 

LIB3234-020-P1-K1-A5 

BLASTX 

g4049401 

587 

5.0e-61 

121 

94 

(AJ131580) glutathione transferase AtGST 10 [Arabidopsis 
thaliana] 

167094 

LIB3234-020-P1-K1-A6 
BLASTN 
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NCBI GI g2894591 

BLAST score 298 

E value l.Oe-167 

Match length 374 

% identity 95 

NCBI Description Arabidopsis thaliana. DNA chromosome 4, BAG clone T6K21 
(ESSAII project) 

Seq. No. 167095 

Seq. ID LIB3234-020-P1-K1-A7 

Method BLASTX 

NCBI GI g4204263 

BLAST score 321 

E value 9,0e-30 

Match length 102 

% identity 65 

NCBI Description (AC005223) 40409 [Arabidopsis thaliana] 

Seq. No. 167096 

Seq. ID LIB3234-020-P1-K1-A8 

Method BLASTN 

NCBI GI g4756963 

BLAST score 314 

E value l.Oe-176 

Match length 358 

% identity 100 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone F10M23 

(ESSA project) 

Seq. No. 167097 

Seq. ID LIB3234-020-P1-K1-A9 

Method BLASTN 

NCBI GI g4756963 

BLAST score 14 7 

E value 5.0e-77 

Match length 315 

% identity 87 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone F10M23 

(ESSA project) 

Seq. No. 167098 

Seq. ID LIB3234-020-P1-K1-B4 

Method BLASTX 

NCBI GI g543712 

BLAST score 634 

E value 2.0e-66 

Match length 122 

% identity 97 

NCBI Description 1-AMIN0CYCL0PR0PANE~2-GARB0XYLATE SYNTHASE 2 (ACC SYNTHASE 
2} (S-ADENOSYL-L-METHIONINE METHYLTHIOADENOSINE-LYASE 2) 

>gi_4 76924_pir A47199 1-aminocyclopropane-l-carboxylate 

synthase (EC 4.4.1.14) - Arabidopsis thaliana 
>gi_16148_emb_CAA78260_ (Z12614) 1-aminocyclopropane 
1-carboxylate synthase [Arabidopsis thaliana] >gi_166580 
(M95595) 1-aminocyclopropane-l-carboxylate synthase 
[Arabidopsis thaliana] >gi_2505881_emb_CAA73310_ (Y12776) 
ACC-synthase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



j^fi Seq. No. 
^ ^ Seq. ID 
^ Method 
^ NCBI GI 
^ BLAST score 
Q E value 

Match length 
i=i % identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



167099 

LIB3234-020-P1-K1-B5 

BLASTN 

g3420042 

163 

l.Oe-86 

351 

98 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167100 

LIB3234-020-P1-K1-B7 

BLASTX 

g4678358 

176 

9.0e-52 

127 

85 

(AL049659) cytochrome p450 like protein [Arabidopsis 
thaliana] 

167101 

LIB3234-020-P1-K1-C1 

BLASTX 

g3121825 

161 

9,0e-17 

107 

51 

2-CYS PEROXIREDOXIN BASl PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 9824 7_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

167102 

LIB3234-020-P1-K1-C10 

BLASTX 

g3808062 

143 

6.0e-09 

61 

44 

(AB019195) PVlOO [Cucurbita maxima] 
167103 

LIB3234-020-P1-K1-C11 

BLASTX 

g2832707 

213 

l.Oe-17 

45 

96 

(AL021713) translation initiation factor eIF-2 gamma 
chain-like protein [Arabidopsis thaliana] 

167104 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-020-P1-K1-C4 
BLASTX 
'gll69598 
346 

l.Oe-32 
77 
84 

OMEGA-6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

167105 

LIB3234-020-P1-K1-C5 

BLASTX 

g3335169 

581 

3.0e-60 

112 

98 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

167106 

LIB3234-020-P1-K1-C6 

BLASTN 

g2760166 

304 

l.Oe-171 

312 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK20, complete sequence [Arabidopsis thaliana] 

167107 

LIB3234-020-P1-K1-C7 

BLASTN 

g4159712 

218 

l.Oe-119 

380 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

167108 

LIB3234-020-P1-K1-D1 

BLASTX 

gl346760 

337 

l.Oe-31 

68 

96 

SERINE/THREONINE PROTEIN PHOSPHATASE PPl ISOZYME 6 
>gi_829255_emb_CAA86339_ {Z46253) protein phosphatase type 
1 [Arabidopsis thaliana] >gi_3153203 {U80921) 
-serine/threonine protein phosphatase type one [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167109 

LIB3234-020-P1-K1-D11 

BLASTX 

g4204299 

72 

6.0e-31 

104 

70 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



167110 

LIB3234-020-P1-K1-D12 

BLASTN 

g4580745 

104 

2.0e-51 

381 

96 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F10O3 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167111 

LIB3234-020-P1-K1-D2 

BLASTX 

g631291 

393 

3.0e-38 

89 

91 

MAP kinase-activated protein kinase 2 
>gi_4G707 5_emb_CAA53094_ (X75346) MAP 
protein kinase-2 [Homo sapiens] 



- human 

kinase activated 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167112 

LIB3234-020-P1-K1-D4 

BLASTN 

g3859590 

135 

8.0e-70 

319 

96 

Arabidopsis thaliana BAC T15B16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167113 

LIB3234-020-P1-K1-D8 

BLASTX 

g2961542 

412 

2.0e-40 

94 

84 

(AF0504 63) zinc finger transcription factor [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167114 

LIB3234-020-P1-K1-D9 

BIIASTX 

g4455223 

323 

5.0e-30 

124 

37 

{AL0354 40) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167115 

LIB3234-020-P1-K1-E1 

BLASTX 

gll2681 

575 

l.Oe-59 

125 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

167116 

LIB3234-020-P1-K1-E10 

BLASTX 

g2961542 

513 

3.0e-52 

93 

100 

(AF050463) 
thaliana] 



zinc finger transcription factor [Arabidopsis 



167117 

LIB3234-020-P1-K1-E3 

BLASTX 

g627537 

425 

6.0e-42 

91 

90 

mitogen activated protein kinase activated protein kinase 
(EC 2.7.1.-) 2 - human >gi_530090 {U12779) MAP kinase 
activated protein kinase 2 [Homo sapiens] 

167118 

LIB3234-020-P1-K1-E5 

BLASTX 

g3413718 

603 

7.0e-63 

117 

98 

(AC004747) alpha-vacuolar processing enzyme [Arabidopsis 
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thaliana] >gi_3643591 (AC005395) alpha-vacuolar processing 
enzyme [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167119 

LIB3234-020-P1-K1-E7 

BLASTX 

gll4654 

282 

3.0e-25 

81 

78 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67898_pir LWNTA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - common tobacco 
chloroplast >gi_11812_emb_CAA77343_ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_224347_prf 1102209A 

ATPase III,H translocating [Nicotiana sp.] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 

167120 

LIB3234-020-P1-K1-F1 

BLASTX 

g3834322 

378 

2.0e-36 

91 

78 

(AC005679) EST gb_R30300 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167121 

LIB3234-020-P1-K1-F12 

BLASTN 

g3859840 

356 

O.Oe+00 

376 

79 

Plastid transformation vector pGS31A 16S ribosomal RNA 
gene, partial sequence; aminoglycoside 3 * -adenyltransf erase 
(aadA) gene, complete cds 

167122 

LIB3234-020-P1-K1-F2 

BLASTX 

g494550 

255 

2.0e-22 

80 

66 

Homo sapiens >gi_4 94551_pdb_lRHG_B Homo sapiens 
>gi_4 94552_pdb_lRHG_C Homo sapiens 

167123 

LIB3234-020-P1-K1-F6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl769905 
356 

7.0e-34 

110 

66 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

167124 

LIB3234-020-P1-K1-F7 

BLASTX 

g2194125 

230 

4 .Oe-19 

59 

80 

(AC002062) ESTs gb_R30459, gb_N384 41 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


167125 


Seq. ID 


LIB3234-020-P1-K1-F8 


Method 


BLASTX 






BLAST score 


332 


E value 


3.0e-31 


Match length 


78 


% identity 


83 


NCBI Description 


{AL049607) putative ] 


Seq. No. 


167126 


Seq. ID 


LIB3234-020-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g4584519 


BLAST score 


133 


E value 


8.0e-69 


Match length 


237 


% identity 


89 


NCBI Description 


Arabidopsis thaliana 




(ESSA project) 


Seq. No. 


167127 


Seq. ID 


LIB3234-020-P1-K1-G1: 


Method 


BLASTN 


NCBI GI 


g4454447 


BLAST score 


89 


E value 


2.0e-42 


Match length 


269 


% identity 


85 



F11C18 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167128 

LIB3234-020-P1-K1-G12 

BLASTN 

gl2218 

211 

l.Oe-115 
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Match length 

% identity 

NCBI Description 



321 
92 



Sinapis alba chloroplast trnG gene for transfer RNA-Gly 



Seq. No. 


167129 




1jXD^£, J'i \J^\J IT X r\X \30 


lyieunoa 


RT aQTM 




y fl ft OD/. 






E value 


ft no-HQ 


lYjaLcn j.enyL.n 


fin 




o o 




rix cluxuupox o L-ficixxanci L/iNr\ cnroiuosoiTie H f ljHx^ Cxone 




(ESSAII project) 




X O / X o u 


<^orT T n 


XiXDOZjfi~UiCU irX ]\X (jfi 


ixie L.nou. 


RT aQTY 




g^ 00 ^ OZ O 


oLlRo i score 


4 ft 9 


E value 


i . ue-4 O 


LYiaL-cn xengun 


1 OA 
X ufi 


^ XUCiJlL.XL.y 


^ X 


iN^^OX ucoox X^ L, XtJXl 


v/iXiu*! ^Du / ; puL.aL.xve proLexn LfvraDxuopsxs tnaxianaj 


Seq. No. 


167131 


osq . LU 


T TR'^9'5/l_n9n_Dl —V"\ 

LiX tJoZ Jfi — U rrX J\X Lib 


"^Aa ^ V* 


RT a CTV 


INL-dI LjI 




i3j_i/\o 1 score 


^0 A 


E value 


X . ue-D J 


Match length 


1 O 1 

izx 


^ XUcHt.XL.y 


ft 

o o 


LNk^ox uescx xpLxon 


t/iuuuouz: / J xcx pru seq ino aerinicion line touna 




rZit^^V^THoocT c i anal 
1. .nX cll^XU.0^0 X 0 LX idX Xdild J 


Seq. No. 


167132 


Seq. ID 


LIB3234-020-P1-K1-G7 




RT Z\<5TY 


iN D X V3 X 


rrRd 1 fi 

y J *a X ^ 4 D 




d QQ 


E value 


X • Ue J u 


iYiaucn xcnyL-ii 


1 9ft 
xzo 


^ xoeriLXLy 


1 ft 
X 0 


INWOX Lrf'OO ox X^ L. X Wli 


UUXLjLlX LXIl pxcL-UXoUx VOXVOX CaxLCxX 




>ai "^QSPQS pmh rAAS99Qn ^Y1A7^A\ r>n 1 wnH-i rm-i I- i n ru 

-^yx ^ ^ ^ ^ ^ J cxtUJ J £. j\J \ £\ / H ^ X *i f ^LJXyLlIJXyLlXLXri t* 




carteri] 


Seq. No. 


167133 


Seq. ID 


LIB3234-020-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g4455290 


BLAST score 


255 


E value 


l.Oe-141 


Match length 


347 


% identity 


94 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone ] 



F18A5 



F18A5 
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(ESSAII project) 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 
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Match length 

% identity 
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Seq. ID 
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NCBI GI 

BLAST score 
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Match length 

% identity 
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Seq. No. 

Seq. ID 
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NCBI GI 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



167134 

LIB3234-020-P1-K1-H6 

BLASTN 

g3702733 

333 

O.Oe+00 

373 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJP23, complete sequence [Arabidopsis thaliana] 

167135 

LIB3234-020-P1-K1-H9 

BLASTX 

gl531762 

195 

5.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167136 

LIB3234-021-P1-K1-A1 

BLASTX 

gl592677 

193 

9.0e-15 

38 

100 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 
167137 

LIB3234-021-P1-K1-A8 

BLASTX 

g4115386 

513 

2.0e-52 

114 

83 

(ACG05967) unknown protein [Arabidopsis thaliana] 
167138 

LIB3234-021-P1-K1-A9 

BLASTX 

gl531762 

162 

4.0e-ll 

39 

82 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167139 

LIB3234-021-P1-K1-B1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl490554 

438 

2.0e-43 

107 

86 

(U63633) S-adenosylmethionine decarboxylase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



167140 

LIB3234-021-P1-K1-B10 

BLASTX 

g4006897 

4 68 

4.0e-47 • 

115 

78 

(Z99708) globulin-like protein [Arabidopsis thaliana] 
167141 

LIB3234-021-P1-K1-B12 

BLASTX 

g585382 

578 

6.0e-60 
118 

93 

40S RIBOSOMAL PROTEIN SA {P40) (LAMININ RECEPTOR HOMOLOG) 

>gi_322536_pir S30570 laminin receptor homolog - 

Arabidopsis thaliana >gi_16380_emb_CAA487 94_ (X69056) 
laminin receptor homologue [Arabidopsis thaliana] 

167142 

LIB3234-021-P1-K1-B3 

BLASTX 

g2129767 

659 

2.0e-69 

123 

100 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364__dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 

167143 

LIB3234-021-P1-K1-C1 

BLASTX 

g2738248 

282 

2.0e-25 

65 

83 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

167144 

LIB3234-021-P1-K1-C11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4678347 

211 

6.0e-17 

71 

52 

{AL049659) 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



167145 

LIB3234-021-P1-K1-C2 

BLASTX 

gl490554 

424 

7,0e-42 

103 

85 

(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167146 

LIB3234-021-P1-K1-C3 

BLASTX 

gl36739 

380 

l.Oe-36 

122 

63 

UTP — GLUCOSE-l-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP--glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

167147 

LIB3234-021-P1-K1-C6 

BLASTN 

g3702739 

336 

O.Oe+00 

340 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXE2, complete sequence [Arabidopsis thaliana] 

167148 

LIB3234-021-P1-K1-D10 

BLASTN 

g3108208 

285 

l.Oe-159 

350 

95 

Arabidopsis thaliana eukaryotic cap-binding protein {eIF4E) 
mRNA, complete cds 

167149 

LIB3234-021-P1-K1-D12 
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we LiiOQ 


PT ZiQTY 
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BLAST score 
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BLAST score 
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E value 
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NCBI Description 


oUfhiKUAXUb UXbMUiAbb irKbCUKbUK (MN) >gx 04ZUXJ pxr oojh 




superoxxae axsmuLase rrara xuDoex c-xee -^yx ofioxo/ ^xixx/' 




superoxide disniutase (manganese) [Hevea brasiliensis] 
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seguence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167154 


Seq. ID 


LIB3234-021-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl66765 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



416 

6.0e-41 

81 

98 

(M23106) heat shock protein HSP70-1 [Arabidopsis thaliana] 



167155 

LIB3234-021-P1-K1-E12 

BLASTN 

g2244991 

224 

l.Oe-123 

310 

95 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



167156 

LIB3234'021-P1-K1-E3 

BLASTX 

g4388728 

260 

l.Oe-22 

62 

87 

(AC006413) putative grrl-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167157 

LIB3234-021-P1-K1-E4 

BLASTN 

g2244991 

148 

l.Oe-77 

240 

90 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

167158 

LIB3234-021-P1-K1-F3 

BLASTX 

g2160158 

508 

l.Oe-51 

100 

100 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

167159 

LIB3234-021-P1-K1-F5 

BLASTN 

gl946354 

86 

7.0e-41 



22562 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 
88 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence/ complete sequence 



167160 

LIB3234-021-P1-K1-F6 

BLASTN . 

g4580745 

236 

l.Oe-130 

336 

94 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F10O3 sequence, 



167161 

LIB3234-021-P1-K1-G1 

BLASTX 

g4704766 

289 

3.0e-34 

99 

38 

(AF131223) protein disulfide isomerase homolog; 
[Datisca glomerata] 



167162 

LIB3234-021-P1-K1-G12 

BLASTN 

g4159703 

181 

2.0e-97 

201 

98 

Arabidopsis thaliana genomic DNA, 
K5F14, complete sequence 



PDI 



chromosome 5, TAC clone 



167163 

LIB3234-021-P1-K1-G8 

BLASTX 

g2662343 

110 

2.0e-10 

76 

67 

(D63581) EF-1 alpha [Oryza sativa] 
167164 

LIB3234-021-P1-K1-H12 

BLASTN 

g527636 

43 

2.0e-15 

75 

89 

Arabidopsis thaliana clone HAT7 homeobox protein mRNA, 



22563 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167165 

LIB3234-021-P1-K1-H4 

BLASTN 

g4159712 

197 

l.Oe-107 

351 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MWI23, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167166 

LIB3234-021-P1-K1-H6 

BLASTX 

g2129659 

276 

l.Oe-24 

92 

62 

oleosin, 
{L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167167 

LIB3234-021-P1-K1- 

BLASTX 

g633890 

253 

7.0e-22 

78 

65 

{S72926) 
vulgare] 



■H7 



glucose and ribitol dehydrogenase homolog [Hordeum 



167168. 

LIB3234-021-P1-K1-H8 
BLASTX .t 
gl946369 
241 

8.0e-29 

98 

72 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167169 

LIB3234-021-P1-K1-H9 

BLASTN 

g4757392 

271 

l.Oe-151 

302 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
K14A17, complete sequence 



TAC clone; 



Seq. No. 



167170 



22564 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-022-P1-K1-A3 

BLASTX 

g3219938 

179 

4.0e-13 

107 

37 

HYPOTHETICAL 34.9 KD PROTEIN C57A10.11C IN CHROMOSOME I 
>gi_2058378_emb__CAB08174_ (Z94864) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167171 

LIB3234-022-P1-K1-A5 

BLASTX 

g267073 

618 

l.Oe-64 

118 

97 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167172 

LIB3234-022-P1-K1-A6 

BLASTX 

gll5767 

629 

7.0e-66 

123 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27 540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

167173 

LIB3234-022-P1-K1-A7 

BLASTX 

gll8926 

208 

2.0e-18 

102 

51 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 
Seq. ID 



167174 

LIB3234-022-P1-K1-A9 



22565 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl708025 

395 

l.Oe-38 

97 

81 

GLYCEROL-3-PHOSPHATE DEHYDROGENASE [NAD+J 
>gi_840731_emb_CAA56125_ (X79677) glycerol-3-phosphate 
dehydrogenase (NAD-i-) [Cuphea lanceolata] 





1 fi71 7S 


oeq. lU 




Method 


BLASTX 


NCBI GI 


g4587680 


BLAST score 


416 


E value 


7.0e-41 


Match length 


107 


% identity 


71 


NCBI Description 


(AC007197) putative cytochrome p450 [Arabidopsis 


Seq. No. 


167176 


Seq. ID 


LIB3234-022-P1-K1-B11 


Method 


BLASTX 


NCBI GI ** 


gll2682 


BLAST score 


551 


E value 


l.Oe-56 


Match length 


' 131 


% identity 


80 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81605 pir 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167177 

LIB3234-022-P1-K1-B2 

BLASTX 

g544285 

202 

8.0e-16 

43 

86 

FIBRILLARIN >gi_422056_pir S33690 fibrillarin - fission 

yeast (Schizosaccharomyces pombe) >gi_296704_emb_CAA4 9550_ 
(X69930) fibrillarin [Schizosaccharomyces pombe] 
>gi_3687500_emb_CAA21168_ (AL031788) fibrillarin 
[Schizosaccharomyces pombe] 

167178 

LIB3234-022-P1-K1-B3 

BLASTX 

g629500 

485 

5.0e-49 

105 

92 

1-aminocyclopropane-l-carboxylate synthase (EC 4.4.1.14) - 



22566 



Arabidopsis thaliana >gi_166578 (M95594) 
1-aminocyclopropane-l-carboxylate synthase [Arabidopsis 
thaliana] 



Seq. No. 


1 tf:*? 1 "7 Q 


Seq. ID 




Method 


BLAST N 


MOOT f^T 

NCBI Gi 


— 1 o o 1 a 
gi^z 1 b 


BLAST score 


5 / 


E value 


J . ue-ii 


Match length 


lit; 
i ID 


% identity 


00 






Seq. No. 


167180 


Seq. ID 


LIB3234-022-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gll70373 


BLAST score 


628 


E value 


l.Oe-65 


Match length 


138 


% identity 


91 


NCBI Description 


HEAT SHOCK COGNATE 70 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

167181 

LIB3234-022-P1-K1-B7 

BLASTX 

g2605714 

520 

4.0e-53 

122 

84 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167182 

LIB3234-022-P1-K1-B9 

BLASTX 

g267073 

578 

7.0e-60 

106 

99 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

167183 

LIB3234-022-P1-K1-C11 

BLASTN 

g4589434 

362 

O.Oe+00 



22567 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BUVST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNJ7, complete sequence 

167184 

LIB3234-022-P1-K1-C3 

BLASTN 

g2088638 

38 

l.Oe-12 

42 

98 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167185 

LIB3234-022-P1-K1-C4 

BLASTN 

g2182289 

278 

l.Oe-155 

278 

100 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167186 

LIB3234-022-P1-K1-D10 

BLASTX 

gl592677 

250 

9.0e-22 

65 

83 

(X91912) LEA7 6 homologue type2 [Arabidopsis thaliana] 
167187 

LIB3234-022-P1-K1-D2 

BLASTX 

g2275211 

664 

6.0e-70 

134 

99 

(AC002337) RNA helicase isolog [Arabidopsis thaliana] 
167188 

LIB3234-022-P1-K1-D3 

BLASTX 

gl707364 

248 

4.0e-21 

106 

39 

(X94 626) AATP2 [Arabidopsis thaliana] 



22568 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167189 

LIB3234-022-P1-K1-D9 
,BLASTX 
gl592677 
214 

3.0e-17 

113 

43 

{X91912) LEA76 homologue type2 [Arabidopsis thaliana] 
167190 

LIB3234-022-P1-K1-E2 

BLASTN 

g3869064 

55 

5.0e-22 

163 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1013, complete sequence [Arabidopsis thaliana] 

167191 

LIB3234-022-P1-K1-E8 

BLASTX 

g2129659 

328 

l.Oe-30 

104 

62 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] ~ 



TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167192 

LIB3234-022-P1-K1-E9 

BLASTN 

g4589435 

118 

8.0e-60 

222 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, 
M0E17, complete sequence 

167193 

LIB3234-022-P1-K1-F10 

BLASTX 

g21911 

155 

3.0e-10 

64 

45 

(X62625) vicilin [Theobroma cacao] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167194 

LIB3234-022-P1-K1-F11 

BLASTX 

gl619602 



22569 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



384 

4.0e-37 

96 

75 

(Y08726) MtN3 [Medicago truncatula] 

167195 
' LIB3234-022-P1-K1-F5 
BLASTN 
g4512656 
64 

l.Oe-27 

184 

87 

Arabidopsis thaliana chromosome II BAG F7D19 genomic 
sequence, complete sequence 

167196 

LIB3234-022-P1-K1-F6 

BLASTX 

gl33788 

476 

7.0e-48 

100 

89 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S14 >gi_70987_pir R3NT14 

ribosomal protein S14 - common tobacco chloroplast 
>gi__11828_emb_CAA7 7350_ {Z00044) ribosomal protein S14 

[Nicotiana tabacum] >gi_225196_prf 1211235AA ribosomal 

protein S14 [Nicotiana tabacum] 

167197 

LIB3234-022-P1-K1-F7 

BLASTX 

g2129570 

277 

6.0e-25 

71 

82 

DAD-1 homolog - Arabidopsis thaliana 
>gi_1184193_emb_CAA64837_ {X95585) DAD-1 homologue 
[Arabidopsis thaliana] 

167198 

LIB3234-022-P1-K1-G1 

BLASTN 

g2262155 

86 

l.Oe-40 

240 

91 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

167199 

LIB3234-022-P1-K1-G10 
BLASTN 



22570 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3522932 
323 

O.Oe+00 

407 

98 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167200 

LIB3234-022-P1-K1-G3 

BLASTX 

g2062163 

95 

3.0e-03 

132 

16 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



167201 

LIB3234-022-P1-K1-G7 

BLASTN 

g4220644 

38 

4.0e-12 

106 

84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167202 

LIB3234-022-P1-K1-G9 

BLASTN 

g4220638 

58 

4.0e-24 

162 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIF21, complete sequence [Arabidopsis thaliana] 



PI clone: 



167203 

LIB3234-022-P1-K1-H1 

BLASTN 

g4760411 

305 

l.Oe-171 

333 

98 

Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 

167204 

LIB3234-022-P1-K1-H5 

BLASTX 

gll2682 

449 



22571 



E value 
Match length 
% identity 
NCBI Description 



6.0e-45 

91 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



beg. NO. 


1 ^10C\^ 
i D / ZUD 


cq/t t n 
oeq. lu 


jjXojZjfi uzz ci X\± no 


Me tnoQ 


OLi/^b 1 N 


MOOT r'T 


giODjoOZ 


BLAST score 


81 


E value 


7.0e-38 


Matcn iengtn 




% Identity 


Q Q 


NCBI Description 


A. thaliana 16 kb chromosome 1 DNA fragment 


Seq. No. 




Seq. ID 


T tc^o*^/ noo Dl VT UQ 
LilnjZJ4 — Uzz — rl — r\l — riy 


Method 


Dlxrib 1 N 


NCBI (jl 


gzolo dU4 


BLAST score 


259 


E value 


l.Oe-144 


Match length 


Z O J 


% identity 


bo 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5/ PI c. 




iXtHjiO/ complete sequence |_/\raDiQopsis rnaiianaj 


beq. NO. 


1 o / zu / 


beq. lu 


T TR'^ 9 "^4 — n 9 "^i — Pi — K1 -Zil H 
LilDjZ04 UZ Q r 1 I\l rilU 


ne tnoo. 


RT Z\C;TY 
OJ-inO 1 A. 


Lnv^dX ol 




BLAST score 


309 


E value 


9.0e-29 


Xrf ^ ^ V\ n ^ 

ixiaucn leny Lfi 


DO 


% identity 


yz 


NCBI Description 


IHcUozoozj aaenyiaLe Kinase i^/irajoiaopbio ciiciiiciiici j 


beq. NO. 


1 ^79np 


beq. iu 


lilliOZOfi UZ D — r 1 — r\l— AlZ 


Method 


BLASTN 


NCBI GI 


g2262097 


BLAST score 


40 


E value 


4.0e-13 


Match length 


152 


% identity 


91 


NCBI Description 


Arabidopsis thaliana chromosome IV BAG T19F6 genomic 




sequence, complete sequence 


Seq. No. 


167209 


Seq. ID 


LIB3234-025-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g4510392 


BLAST score 


40 


E value 


l,0e-13 



22572 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
91 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

167210 

LIB3234-025-P1-K1-A4 

BLASTX 

g4468813 

268 

l.Oe-23 

111 

49 

(AL035601) putative protein [Arabidopsis thaliana] 
167211 

LIB3234-025-P1-K1-A6 

BLASTN 

g4165340 

37 

2.0e-ll 

53 

92 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167212 

LIB3234-025-P1-K1-A9 

BLASTX 

g2522534 

154 

2.0e-13 
113 
■ 45 

(AF027302) TNF-alpha stimulated ABC protein [Homo sapiens; 
167213 

LIB3234-025-P1-K1-B11 

BLASTX 

g2342674 

370 

l.Oe-35 

104 

76 

(AC000106) Similar to ATP-dependent Clp protease 
(gb_D90915) . EST gb_N65461 comes from this gene. 
[Arabidopsis thaliana] 

167214 

LIB3234-025-P1-K1-B2 

BLASTX 

g3880026 

141 

l.Oe-08 

72 

36 

(Z75550) Similarity with Schizosaccharomyces hypothetical 



22573 



gene (TREMBL ID G847708); cDNA EST EMBL:M89418 comes from 
this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167215 

LIB3234-025-P1-K1-B4 

BLASTX 

g3874214 

310 

2.0e-28 

122 

53 

(Z83217) Similarity to Yeast E1-E2 ATPase YEL031W 
(SW:YED1_YEAST) ; cDNA EST EMBL:D27574 comes from this gene 
cDNA EST EMBL:D33757 comes from this gene; cDNA EST 
EMBL:D34256 comes from this gene; cDNA EST EMBL:D37288 
comes from 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167216 

LIB3234-025-P1-K1-B6 

BLASTN 

g2584827 

272 

l.Oe-151 

336 

96 

Arabidopsis thaliana chromosome 1 BAC F12F1 
complete sequence [Arabidopsis thaliana] 



sequence, 



167217 

LIB3234-025-P1-K1-B7 

BLASTX 

gl255448 

638 

6.0e-67 

130 
96 

(D50468) mitogen-activated protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167218 

LIB3234-025-P1-K1-B8 

BLASTN 

g4199934 

224 

l.Oe-123 

364 

90 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

167219 

LIB3234-025-P1-K1-B9 

BLASTN 

g4589438 

251 

l.Oe-139 
386 
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% identity 99 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5*, PI clone 
MQJ2 , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167220 

LIB3234-025-P1-K1-C10 

•BLASTN 

g3241920 

193 

l,0e-104 

221 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAEl, complete sequence [Arabidopsis thaliana] 

167221 

LIB3234-025-P1-K1-C12 

BLASTN 

g4757401 

286 

l.Oe-160 

341 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGH6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167222 

LIB3234-025-P1-K1-C6 

BLASTN 

g3510247 

152 

3.0e-80 

172 

97 

Arabidopsis thaliana chromosome II BAG F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


167223 


Seq. ID 


LIB3234-025-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4115362 


BLAST score 


211 


E value 


3.0e-39 


Match length 


116 


% identity 


69 


NCBI Description 


(AC005957) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


167224 


Seq. ID 


LIB3234-025-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl20675 


BLAST score 


480 


E value 


2.0e-48 


Match length 


110 


% identity 


83 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 
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dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167225 

LIB3234-025-P1-K1-D10 

BLASTN 

gl050427 

344 

O.Oe+00 

348 

100 

A.thaliana luRNA for an exon from SNAP25A protein 
167226 

LIB3234-025-P1-K1-D11 

BLASTX 

g4490732 

482 

l.Oe-48 

114 

82 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

167227 

LIB3234-025-P1-K1-D12 

BLASTX 

gll68410 

414 

l.Oe-40 

118 

71 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 

>gi_2118267_pir S58167 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927505_emb_CAA61947_ (X89829) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 

167228 

LIB3234-025-P1-K1-D2 

BLASTN 

g4512656 

138 

l.Oe-71 

281 

83 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



167229 

LIB3234-025-P1-K1-D3 

BLASTN 

g2196463 

287 

l.Oe-160 

323 

97 
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NCBI Description 



Arabidopsis thaliana chloroplast trnC, rpoB & rpoCl genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167230 

LIB3234-025-P1-K1-D4 

BLASTX 

g2129641 

552 

7.0e-57 

101 

100 

major latex protein type 1 - Arabidopsis thaliana 
>gi_11074 93_emb_CAA63026_ {X91960) major latex protein 
typel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167231 

LIB3234-025-P1-K1-D5 

BLASTX 

g2342727 

410 

3.0e-40 

106 

75 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
167232 

LIB3234-025-P1-K1-D7 

BLASTN 

g4159712 

170 

l.Oe-90 

282 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

167233 

LIB3234-025-P1-K1-D9 

BLASTX 

gl592677 

220 

6.0e-18 

103 

48 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167234 

LIB3234-025-P1-K1-E1 

BLASTN 

g4159712 

146 

2.0e-76 

202 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 



167235 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3234-025-P1-K1-E10 

BLASTX 

g4056500 

217 

l.Oe-17 

43 

100 

(AC005896) 
thaliana] 



putative acetyltransf erase [Arabidopsis 



167236 

LIB3234-025-P1-K1-E11 

BLASTX 

gl345973 

274 

2.0e-24 

81 

65 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04 505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508). 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167237 

LIB3234-025-P1-K1-E12 

BLASTN 

g2623294 

169 

4.0e-90 

257 

92 

Arabidopsis thaliana chromosome II BAG T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167238 

LIB3234-025-P1-K1-E3 

BLASTX 

g2494131 

591 

2.0e-61 

121 

98 

{AC002376) Strong similarity to Lycopersicon aldehyde 
oxidase {gb_U82559) . [Arabidopsis thaliana] 

167239 

LIB3234-025-P1-K1-E4 

BLASTX 

g4263704 

267 

2.0e-23 
91 
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% identity 

NCBI Description 



55 

{AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



Seq. No. 


1 ano A n 
Id I £.h\j 


Seq. ID 


TTmoi/f no R — —1/1 —1? c 
JjId^^ J4 — UZD — r i— J\l— to 


Method 


DT A OfM 

tJliAb i IN 




giDX / 1 


T*> T TV O ^ y-^ 

bLiAb i score 




E value 


D . ue— uy 


ixia ucn xeng cn 




% identity 


J D 


NCBI Description 


riraDOQopsxo unaxxaxia Laiiacuixy Xcpeaueci sequence 


Seq. No. 


167241 


Seq. ID 




Method 


dLiAo i IN 


NCBI GI 


gz JDXU / X 


oliAoi score 


1 /I T 
1 4i / 


E value 


0 . ue- / / 


Match length 


ODO 


% identity , 




KT ^ T ^ f> IT" i <^ n 

iNv_»D± ue&cr xp L. ioii 


rlX dUX UL'^o X o LllaXXaiia ^ciiUiiiXO L^LNr-v^ oiii. wiitL.'o^Jiiic 




MVA3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167242 


Seq. ID 


LIB3234-025-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2129641 


BLAST score 


338 


E value 


5.0e-45 


Match length 


90 


% identity 


99 



PI clone: 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



major latex protein type 1 - Arabidopsis thaliana 
>gi_11074 93__emb_CAA63026_ (X91960) major latex protein 
typel [Arabidopsis thaliana] 

167243 

LIB3234-025-P1-K1-F10 

BLASTX 

gl362026 

501 

7.0e-51 

97 

98 

probable serine/threonine-specif ic protein kinase (EC 
2.7.1.-) BSKl - rape >gi_289372 (L12393) serine/threonine 

protein kinase [Brassica napus] >gi_1097353_prf 2113401A 

protein kinase [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167244 

LIB3234-025-P1-K1-F11 

BLASTN 

gl2216 

84 

2.0e-39 
295 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Sinapis alba chloroplast rpsl6 gene 
167245 

LIB3234-025-P1-K1-F12 

BLASTN 

g4159708 

49 

l.Oe-18 

156 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 

167246 

LIB3234-025-P1-K1-F2 

BLASTX 

g902584 

478 

3.0e-48 

99 

14 

(U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 
mays] 

167247 

LIB3234-025-P1-K1-F3 

BLASTX 

g3252816 

345 

l.Oe-32 

107 

66 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
>gi_3810589 (AC005398) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167248 

LIB3234-025-P1-K1-F6 

BLASTX 

g3318617 

362 

l.Oe-34 

80 

86 

(AB016066) mitochondrial phosphate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167249 

LIB3234-025-P1-K1-F8 

BLASTN 

g2618604 

167 

6.0e-89 

182 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
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MTG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



167250 

LIB3234-025-P1-K1-G1 

BLASTX 

g2244772 

578 

6.0e-60 

104 

99 

(Z97335) transport protein [Arabidopsis thaliana] 
167251 

LIB3234-025-P1-K1-G10 

BLASTX 

g4006934 

546 

4.0e-56 

109 

95 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
167252 

LIB3234-025-P1-K1-G12 

BLASTN 

g4757395 

235 

l\0e-129 

310 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K21L13, complete sequence 

167253 

LIB3234-025-P1-K1-G2 

BLASTN 

g4662637 

95 

6.'0e-46 

222 

89 

Arabidopsis thaliana chromosome II BAC T25M19 genomic 
sequence, complete sequence 

167254 

LIB3234-025-P1-K1-G5 

BLASTX 

gl66570 

165 

l.Oe-11 

31 

97 

(L04173) glycine rich protein [Arabidopsis thaliana] 
167255 

LIB3234-025-P1-K1-G7 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2735774 
39 

8.0e-13 

115 

83 

Corallocarpus bainesii 18S ribosomal RNA gene, 
sequence 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167256 

LIB3234-025-P1-K1-G8 

BLASTN 

g3063438 

333 

O.Oe+00 

369 

98 

Complete sequence of Arabidopsis F22013, 
[Arabidopsis thaliana] 



complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167257 

LIB3234-025-P1-K1-H1 

BLASTN 

g4262221 

39 

.l.Oe-12 

63 

90 

Arabidopsis thaliana chromosome II BAG F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167258 

LIB3234-025-P1-K1-H10 

BLASTX 

g2262113 

437 

2.0e-43 

129 

68 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167259 

LIB3234-025-P1-K1-H11 

BLASTN 

g3449331 

47 

2.0e-17 

154 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNC17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167260 

LIB3234-025-P1-K1-H2 

BLASTX 

g2160158 

309 

2.0e-28 
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L iCl ^V^Xl XdxUUil 


62 






MPRT Ho <3 o "r 1 itI" 1 nn 
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C • LN ^ • 


167261 




LIB3234-025-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl542941 




207 


i— 1 V CIJ. 


2 . Oe-16 


L ICL V.y 1 1 -1. v?i I. 1 1 


106 


% identitv 


41 


NTRT np<?r r 1 nt" i on 




Sea No 


167262 


Seq. ID 


LIB3234-025-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl35535 


BLAST score 


350 


E value 


2.0e-33 


Match length 


91 


% identity 


76 


NCBI Description 


T-COMPLEX PROTEIN 1, 1 



ALPHA SUBUNIT { TCP- 1 -ALPHA) 

(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_2326265__dbj_BAA21772_ (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167263 

LIB3234-026-Q1-K1-A1 

BLASTX 

gl419090 

210 

6.0e-17 

93 

47 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167264 

LIB3234-02 6-Q1-K1-A10 

BLASTX 

g541847 

539 

2.0e-55 

103 

97 

alcohol dehydrogenase (EC 1. 
167265 

LIB3234-026-Q1-K1-A11 

BLASTX 

gl429213 

603 



1.1.1) - Arabidopsis thaliana 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-63 

118 

99 

(X98773) peroxidase ATP4a [Arabidopsis thaliana] 
167266 

LIB3234-026-Q1-K1-A12 

BLASTX 

gl36739 

308 

3.0e-28 

97 

64 

UTP—GLUCOSE-l-PHOSPHATE URIDYLYLTEIANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ {D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167267 

LIB3234-026-Q1-K1-A2 

BLASTN 

g3510341 

319 

l.Oe-179 

363 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167268 

LIB3234-026-Q1-K1-A8 

BLASTN 

g4587582 

53 

4.0e-21 

188 

85 

Arabidopsis thaliana chromosome II BAG T16B14 genomic 
sequence, complete sequence 

167269 

LIB3234-026-Q1-K1-B10 

BLASTN 

g4519190 

232 

l.Oe-128 

345 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K6A12, complete sequence 

167270 

LIB3234-026-Q1-K1-B3 

BLASTN 

g2980787 

106 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-52 
268 

91 ... 
Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

167271 

LIB3234-026-Q1-K1-B6 

BLASTN 

g3738275 

237 

l.Oe-130 

348 

91 

Arabidopsis thaliana chromosome II BAG F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167272 

LIB3234-026-Q1-K1-C1 

BLASTN 

g4567290 

54 

2.0e-21 

102 

64 

Arabidopsis thaliana chromosome II BAG F18P14 genomic 
sequence, complete sequence 

167273 

LIB3234-026-Q1-K1-C11 

BLASTX 

gll70839 

567 

l.Oe-58 

120 

93 

LOW-TEMPERATURE- INDUCED 65 KD PROTEIN 

>gi_419758_pir S30153 low-temperature-induced protein 65 - 

Arabidopsis thaliana >gi_16388_emb_CAA4 7902_ (X67670) lti65 
[Arabidopsis thaliana] 

167274 

LIB3234-026-Q1-K1-C3 

BLASTX 

g418473 

385 

3.0e-37 

119 

60 

GTP-BINDING PROTEIN TYPA/BIPA (TYROSINE PHOSPHORYLATED 

PROTEIN A) >gi_628735_pir S40816 hypothetical protein o591 

- Escherichia coli >gi_304976 (L19201) matches PS00017: 
ATP_GTP_A and PS00301: EFACTOR_GTP; similar to elongation 
factor G, TetM/TetO tetracycline-resistance proteins 
[Escherichia coli] >gi_1790302 (AE0004 62) putative 
GTP-binding factor [Escherichia coli] 



22585 



Seq. No. 167275 

Seq. ID LIB3234-026-Q1-K1-C7 

Method BLASTN 

NCBI GI g2584827 

BLAST score 266 

E value l.Oe-148 

Match length 336 

% identity 97 



NCBI Description Arabidopsis thai iana chroniosoine 1 BAC F12F1 sequence/ 
complete sequence [Arabidopsis thaliana] 



Seq. No. 167276 

Seq. ID LIB3234-026-Q1-K1-C8 

Method BLASTX 

NCBI GI g4584528 

BLAST score 418 

E value 3.0e-41 

Match length 120 

% identity 72 

NCBI Description (AL04 9607) putative protein [Arabidopsis thaliana] 

Seq. No. 167277 

Seq. ID LIB3234-026-Q1-K1-C9 

Method BLASTN 

NCBI GI gl6450 

BLAST score 50 

E value 4.0e-19 

Match length 204 

% identity 89 

NCBI Description A. thaliana rabl8 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167278 

LIB3234-026-Q1-K1-D1 

BLASTX 

g4678205 

99 

4.0e-43 

116 

81 

(AC007134) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167279 

LIB3234-026-Q1-K1-D10 

BLASTN 

g511598 

89 

2.0e-42 

263 

86 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167280 

LIB3234-026-Q1-K1-D11 

BLASTN 

g4199934 

306 



22586 



• 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-172 

362 

89 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

167281 

LIB3234-026-Q1-K1-D12 

BLASTX 

g462147 

99 

2.0e-53 

120 

93 

GLUCOSE-6-PHGSPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 

{EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923_emb_CAA48940_ (X69195) glucose-6-phosphate 
isomerase [Arabidopsis thaliana] 

167282 

LIB3234-026-Q1-K1-D2 

BLASTX 

g2117612 

483 

8.0e-49 

108 

88 

catalase (EC 1.11.1.6) 3 - Arabidopsis thaliana 
167283 

LIB3234-026-Q1-K1-D3 

BLASTN 

g4220468 

185 

l.Oe-99 

339 

94 

Arabidopsis thaliana chromosonfe II BAC T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167284 

LIB3234-026-Q1-K1-D4 

BLASTX 

g2435522 

178 

4.0e-13 

77 

44 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167285 

LIB3234-026-Q1-K1-D7 

BLASTN 

g4757417 



22587 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 

9.0e-13 

94 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 

167286 

LIB3234-026-Q1-K1-E1 

BLASTX 

gl33750 

477 

4.0e-48 

95 

97 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_320170_pir ^A26574 ribosomal protein S12 - soybean 

chloroplast >gi_11572_emb_CAA28661_ (X05013) rpsl2 [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167287 

LIB3234-026-Q1-K1-E10 
BLASTN 
g2264306 
'34 

l.Oe-09 

159 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 

167288 

LIB3234-026-Q1-K1-E12 

BLASTN 

g4159708 

150 

5.0e-79. 

182 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 

167289 

LIB3234-026-Q1-K1-E2 

BLASTN 

g4220640 

108 

l.Oe-53 

308 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPEll, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167290 

LIB3234-026-Q1-K1-E4 

BLASTX 

g3193222 



22588 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

3.0e-12 

65 

72 

(AF068687) malate dehydrogenase [Glycine max] 
167291 

LIB3234-026-Q1-K1-E6 

BLASTX 

g4138179 

452 

4.0e-45 

92 

93 

{AJ223969) elongation factor 1 alpha subunit [Malus 
domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167292 

LIB3234-026-Q1-K1-E8 

BLASTX 

gll9350 

276 

l.Oe-24 

72 
78 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(.2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2,1.11) - Arabidopsis 
thaliana >gi_16271_enib_CAA41114_ {X58107) enolase 

[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

167293 

LIB3234-026-Q1-K1-F10 

BLASTN 

g2275194 

242 

l.Oe-134 

307 

98 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167294 

LIB3234-026-Q1-K1-F3 

BLASTN 

g4159705 

73 

5.0e-33 

244 

83 

Arabidopsis thaliana genomic 
MGD8, complete sequence 



DNA, chromosome 3, PI clone; 



Seq. No. 



167295 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-026-Q1-K1-F6 

BLASTX 

g3327204 

271 

5.0e-24 
- 106 
57 

(AB014595) KIAA0695 protein [Homo sapiens] 
167296 

LIB3234-026-Q1-K1-F7 

BLASTN 

gl800278 

55 

3.0e-22 

184 

86 

Arabidopsis thaliana putative Cys3His zinc finger protein 
(ATCTH) rtiRNA, complete cds 

167297 

LIB3234-026-Q1-K1-G11 

BLASTN 

g4096078 

86 

9.0e-41 

224 

84 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167298 

LIB3234-026-Q1-K1-G6 

BLASTX 

gll70149 

200 

l.Oe-15 

104 

64 

HEAT SHOCK PROTEIN 101 
[Arabidopsis thaliana] 



>gi_537446 (U13949) AtHSPlOl 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167299 

LIB3234-026-Q1-K1-H10 

BLASTN 

g4757395 

183 

2,0e-98 

369 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone; 
K21L13, complete sequence 

167300 

LIB3234-026-Q1-K1-H11 

BLASTX 

g4510349 
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BLAST score 


167 




E value 


1 . ue~ 1 1 




Ma ten iengtn 






% identity 


62 




NCBI Description 


(AC00d9z1) putative bZIP transcription factor [Arabidopsis 






thaliana] 




oe<5 . iNo . 


Id / 1 




oecj. lu 


lilDoZ -U^ D— yi— Ki — nx^ 




lYie tnoa 


OJ-trib i A 






yxo4j^ / o 










E value 


X . ue oo 






1 HQ 
X u ^ 










LN^OX L^C7 O 1_>X X^ L- X Wll 


\J\rXslt\jr\. -J rri.il I r\\^±U L/ijOrt.i Urvrlb lli / OtN UUtriiriblXll C £\I1j 1 ICU XjUIYI 






'^yi ofixoo^ pix uvj^^jjd oinega o xai-iiy acia uesauurase tiiiU 






1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 






omega-3 fatty acid desaturase [Arabidopsis thaliana] 






>gi_4 / iuyi_ar>3_BAAU4DUo_ (Oi/o/y) ratty acid desaturase 






[Arabiaopsis tnalianaj >gi 1197795 dbj BAA05514 (D26508) 






microsomal omega-3 fatty acid desaturase [Arabidopsis 






tnalianaj >gi J4^UUoJ (ACU046oO) omega-3 fatty acid 






desaturase [Arabidopsis thaliana] 


=r - 


beq. NO. 


Id / JUZ 


ffl 


beq. lu 


LIBo^ J4-U^: D-Q1-K1-H2 




A /^/^ 

ixie cnoa 


Olii-ib i IN 




NCBI GI 


g3386593 




BLAST score 


133 




E value 


1 . ue-Do 


■=f * 


Match length 


"3 O C 




% Identity 


87 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F4I18 genomic 






seguence, complete seguence [Arabidopsis thaliana] 




beg. NO. 


Id / JUo 




beg. lU 


LIBo^ J4-Uz D-Q1-K1-H7 




Method 


BLASTX 


L— i 


NCBI GI 


g4371279 




DLi/ib i score 


1 JD 




E value 


1 . ue— Uo 




Match length 


H D 




^ xaenx-iuy 


Ox 




ncdI uescripLion 


(ACUUdzdU) nypotnetical protein [Arabidopsis thaliana] 




beg . iNO > 


1 0 / jUfI 




beg. Lu 


LIdo^c j4 - U JU-r 1-Kl-Ai 










NCBI GI 






BLAST score 


190 




E value 


l.Oe-102 




Match length 


357 




% identity 


89 




NCBI Description 


Arabidopsis thaliana chromosome IV BAC T19F6 genomic 






seguence, complete seguence 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scoie 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167305 

LIB3234-030-P1-K1-A10 

BLASTX 

g4406787 

525 

l.Oe-53 

103 

99 

{AC006532) NADH dehydrogenase [TVrabidopsis thaliana] 
167306 

LIB3234-030-P1-K1-A11 

BLASTX 

g2947060 

477 

4 .Oe-48 

102 

81 

(AC002521) putative membrane protein [Arabidopsis thaliana] 
167307 

LIB3234-030-P1-K1-A12 

BLASTX 

g3281868 

645 

8,0e-68 

124 

98 

(AL031004) putative protein [Arabidopsis thaliana] 
167308 

LIB3234-030-P1-K1-A5 

BLASTX 

gll4532 

561 

6.0e-58 

125 

90 

ATP SYNTHASE ALPHA CHAIN >gi_67824_pir PWNTA 

H+-transporting ATP synthase (EC 3.6.1.34) alpha chain - 
common tobacco chloroplast >gi_11769_emb_CAA23471__ {V00162) 
alpha subunit of ATPase [Nicotiana tabacum] 
>gi_11811_emb_CAA77341_ (Z00044) ATPase alpha subunit 

[Nicotiana tabacum] >gi_225270_prf 1211235E ATPase alpha 

[Nicotiana tabacum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167309 

LIB3234-030-P1-K1-A9 

BLASTX 

gl31164 

163 

3.0e-ll 

48 

67 

PHOTOSYSTEM I IRON-SULFUR CENTER (PHOTOSYSTEM I SUBUNIT 

VII) (9 KD POLYPEPTIDE) (PSI-C) >gi_65727_pir FERZA 

photosystem I iron-sulfur protein psaC - rice chloroplast 



22592 



>gi_65728_pir FEWTl photosystem I iron-sulfur protein psaC 

- wheat chloroplast >gi_12051_emb_CAA33954_ (X15901) PSI 
9kba protein (Oryza sativa] >gi_12350_emb_CAA31555_ 
(X13158) photosystem I 8 JcDa subunit [Triticum aestivum] 
>gi_167038 (L06607) photosystem I subunit C [Hordeum 
vulgare] >gi_4150873_emb_CAA09816_ (AJ011848) PSI 9 kDa 

protein [Hordeum vulgare] >gi_226558_prf 1601522B 

photosystem I 8k:D protein [Triticum aestivum] 

>gi_226671_prf 1603356CY photosystem I 9kD protein [Oryza 

sativa] 



O € • IN O • 


1 fiT^ 1 n 

J. D / J 1 u 


Seq. ID 


LIB3234-030-P1-K1-B1 


Method 


BLASTX 


Kir' n T p T 


gz / o iJ4 D 


djljAo i score 


ou / 


E value 


z . Ue-oi 


Match length 


loo 


^ laentity 


Id 


NOBI Description 


(AC003113) F2401.2 [Arabidopsis thaliana] 


oeg. NO. 


lb /Oil 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2213607 


BLAST score 


273 


E value 


4 .Oe-24 


Match length 


108 


% identity 


60 


NCBI Description 


(AC000103) F21J9.1 [Arabidopsis thaliana] 


Seq. No. 


167312 


Seq. ID 


LIB3234-030-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


102 


E value 


l.Oe-28 


Match length 


92 


% identity 


80 


NCBI Description 


(U66916) 12S cruciferin seed storage protein 



thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167313 

LIB3234-030-P1-K1-B6 

BLASTN 

g4415905 

60 

4.0e-25 

290 

79 

Arabidopsis thaliana chromosome II BAG F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



167314 

LIB3234-030-P1-K1-C12 
BLASTX 



22593 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g82232 
530 

3.0e-54 

125 

83 

rpoC protein homolog 



- common tobacco chloroplast 



167315 

LIB3234-030-P1-K1-C2 

BLASTN 

g4757401 

174 

4.0e-93 

218 

95 

Arabidopsis thaliana genomic DNA/ chromosome 3, PI clone 
MGH6, complete sequence 



167316 

LIB3234-030-P1-K1-C3 

BLASTN 

g4220635 

52 

3.0e-20 

254 

81 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone 



167317 

LIB3234-030-P1-K1-C5 

BLASTX 

gll2682 

72 

5.0e-57 

125 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



167318 

LIB3234-030-P1-K1-C9 

BLASTN 

g3985958 

151 

l.Oe-79 

203 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZNl, complete sequence [Arabidopsis thaliana] 



PI clone; 



167319 

LIB3234-030-P1-K1-D3 
BLASTX 



22594 



• 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3043536 
175 

l.Oe-12 

79 

53 

{AB000708) SAUR [Raphanus sativus] 
167320 

LIB3234-030-P1-K1-D5 

BLASTX 

g4104058 

238 

5.0e-20 

89 

51 

(AF031195) blue copper-binding protein homolog [Triticum 
aestivum] 

167321 

LIB3234-030-P1-K1-D7 

BLASTN 

g2342717 

95 

6.0e-46 
350 
93 - 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167322 

LIB3234-030-P1-K1-D8 

BLASTX 

g2342724 

617 

2.0e-64 

126 

96 

(AC002341) unknown protein [Arabidopsis thaliana] 



167323 

LIB3234-030-P1-K1-E3 

BLASTN 

g2618602 

49 

2.0e-18 

182 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJl, complete sequence [Arabidopsis thaliana] 

167324 

LIB3234-030-P1-K1-E4 " 

BLASTX 

gll69598 

378 

2.0e-36 
83 



PI clone; 



22595 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method" 
NCBI GI 
BLAST score 



84 

OMEGA-6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

167325 

LIB3234-030-P1-K1-E9 

BLASTX 

gll2682 

349 

3.0e-33 

81 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167326 

LIB3234-030-P1-K1-F12 

BLASTN 

g4589437 

257 

l-.de-142 

378 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPN9, complete sequence 

167327 

LIB3234-030-P1-K1-F3 

BLASTX 

g3738332 

619 • 

l.Oe-64 

125 

96 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 

167328 

LIB3234-030-P1-K1-G10 

BLASTN 

g3282170 

99 

2.0e-48 

215 

87 

Arabidopsis thaliana chromosome 1 BAC F8K4 sequence, 
complete sequence [Arabidopsis thaliana] 

167329 

LIB3234-030-P1-K1-G2 

BLASTN 

g3510347 

140 



22596 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity. 

NCBI Description 



8.0e-73 

292 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJll, complete sequence [Arabidopsis thaliana] 

167330 

LIB3234-030-P1-K1-H11 

BLASTX 

g2662343 

517 

8.0e-53 

104 

95 

(D63581) EF-1 alpha [Oryza sativa] 
167331 

LIB3234-030-P1-K1-H4 

BLASTN 

g2656031 

281 

l.Oe-157 

354 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC20 * - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167332 

LIB3234-033-P1-K1-A10 

BLASTX 

g4262250 

373 

6.0e-36 

74 

100 

(AC006200) putative aldolase 



[Arabidopsis thaliana] 



167333 

LIB3234-033-P1-K1-A2 

BLASTX 

gl881585 

201 

9.0e-16 

104 

48 

{U72489) remorin [Solanum tuberosum] 
167334 

LIB3234-033-P1-K1-A5 

BLASTN 

g3869068 

200 

l.Oe-108 

321 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC16, complete sequence [Arabidopsis thaliana] 



PI clone; 



22597 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167335 

LIB3234-033-P1-K1-D10 

BLASTN 

g3047074 

81 

6.0e-38 

167 

91 

Arabidopsis thaliana BAC F21E10 
167336 

LIB3234-033-P1-K1-D11 

BLASTX 

g4539459 

177 

6.0e-13 

47 

60 

(AL04 9500) putative protein [Arabidopsis thaliana] 
167337 

LIB3234-033-P1-K1-D5 

BLASTN 

g3831448 

230 

l.Oe-126 

351 

95 

Arabidopsis thaliana chromosome II BAC T32F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167338 

LIB3234-033-P1-K1-D8 

BLASTX 

g2252828 

489 

2.0e-49 

106 

91 

(AF013293) No definition line found [Arabidopsis thaliana] 
167339 

LIB3234-033-P1-K1-D9 

BLASTX 

g4204298 

472 

9.0e-48 

93 

95 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

167340 

LIB3234-033-P1-K1-E4 

BLASTX 

g4185505 



22598 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



365 

6.0e-35 

105 

70 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 



Seq, No. 


167341 




Seq. ID 


LIB3234-033- 


-P1-K1-E6 




BLASTN 




NCBI GI 


g510237 




BLAST score 


43 




E value 


2 . Oe-15 




Match length 


152 




% identity 


80 




NCBI Description 


Arabadopsis 


thaliana 


Seq. No. 


167342 




Seq. ID 


LIB3234-033- 


-P1-K1-E9 


Method 


BLASTN 




NCBI GI 


g4455262 




BLAST score 


48 




E value 


l.Oe-18 




Match length 


76 




% identity 


91 




NCBI Description 


Arabidopsis 


thaliana 




(ESSAII project) 


Seq. No. 


167343 





F17L22 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-033-P1-K1-F10 

BLASTN 

g3193282 

63 

7.0e-27 

195 

84 

Arabidopsis thaliana BAC T14P8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167344 

LIB3234-033-P1-K1-F4 

BLASTN 

g3785968 

75 

4 .Oe-34 

147 

97 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



167345 

LIB3234-033-P1-K1-F5 

BLASTN 

g3335331 

181 

l.Oe-97 

193 

98 



22599 



4 



NCBI Description Arabidopsis thaliana chromosome 1 BAG T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167346 ^' 

LIB3234-033-P1-K1-F9 

BLASTX 

gll07501 

440 

8.0e-44 

102 

87 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

167347 

LIB3234-033-P1-K1-G10 

BLASTN 

g4559319 

258 

l.Oe-143 

303 

96 

Arabidopsis thaliana chromosome II BAC F14N22 genomic 
sequence, complete sequence 

167348 

LIB3234-033-PlrKl-G12 

BLASTX 

gl345973 

328 

2.0e-37 

96 

83 

OMEGA-3 FATTY ACID DESATQRASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ {D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ {D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167349 

LIB3234-033-P1-K1-G4 

BLASTN 

g4159712 

60 

4.0e-25 

132 

92 

Arabidopsis thaliana genomic 
MWI23, complete sequence 



DNA, chromosome 3, PI clone: 



Seq. No. 



167350 



22600 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3234-033-P1-K1-H1 

BLASTX 

g3243274 

161 

l.Oe-11 

.53 
64 

{AF072134) TCP3 [Arabidopsis thaliana] 
167351 

LIB3234-033-P1-K1-H12 

BLASTN 

g4199934 

265 

l.Oe-147 

354 

91 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

167352 

LIB3234-033-P1-K1-H3 

BLASTX 

g2894574 

224 

9.0e"19 

51 

86 

{AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 

167353 

LIB3234-033-P1-K1-H5 

BLASTN 

g3046853 

205 

l.Oe-111 

269 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 

167354 

LIB3234-037-P1-K1-A10 

BLASTN 

g4519195 

356 

O.Oe+00 

363 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MQC12, complete sequence 

167355 

LIB3234-037-P1-K1-A11 
BLASTX 



22601 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g419760 
574 

2.0e-59 

121 

52 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_384 9833_emb_CAA4364 6_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167356 

LIB3234-037-P1-K1-A12 

BLASTX 

g2708741 

629 

6.0e-66 

124 

99 

{AC003952) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



167357 

LIB3234-037-P1-K1-A4 

BLASTX 

gl33750 

209 

9.0e-17 

78 

60 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_32QJ.7.0_pir ^A26574 ribosomal protein S12 - soybean 

chloroplast >gi_11572_emb_CAA28 661_ (X05013) rpsl2 [Glycir 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167358 

LIB3234-037-P1-K1-A5 

BLASTX 

g2315140 

374 

5.0e-36 

76 

93 

(AB006187) 
tabacum] 



S-adenosylmethionine synthase [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167359 

LIB3234-037-P1-K1-A7 

BLASTX 

g2832674 

210 

5.0e-17 

80 

64 

{AL021712) 
thaliana] 



fibrillin precursor-like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



167360 

LIB3234-037-P1-K1-B1 
BLASTN 



22602 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4159712 
60 

3.0e-25 
172 • 
84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 

167361 

LIB3234-037-P1-K1-B2 

BLASTX 

gl666171 

295 

l.Oe-29 

91 

69 

{Y09105) unknown [Nicotiana plumbaginif olia] 
167362 

LIB3234-037-P1-K1-B3 

BLASTN 

g4191771 

119 

3.0e-60 
. 292 
88 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167363 

LIB3234-037-P1-K1-B5 

BLASTN 

g2961335 

33 

3.0e-09 

41 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1N20 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167364 

LIB3234-037-P1-K1-B6 

BLASTN 

g2244950 

137 

4.0e-71 

291 

87 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167365 

LIB3234-037-P1-K1-B8 

BLASTN 

g3549651 

63 

7.0e-27 



22603 



Match length 
% identity . 
NCBI Description 



177 
88 

Arabidopsis thaliana MAP3K epsilon gene 





t_J ^ U ■ \J • 


167366 






LIB3234-037-P1-K1-B9 




Mo i" H 


BLA*^TX 




LN ^ O X U X 


a4376233 






327 




P V3 1 IIP 


2 . Oe-30 




Match Ipncrth 


65 




% 1 dpni" "i 1" V 


94 




NCBI Description 


(X00798) L2 protein [Nicotiana debneyi] 




Sea. No 


167367 




Seq. ID 


LIB3234-037-P1-K1-C1 




MpfhnH 


BLASTX 




NCBI Gl 

1./ -1- Nj -1- 


g2914703 






623 




P Tr^ 1 n o 
Hi V a X 


4 Oe-65 






132 




TO xutsiiuxuy 




y - 


NCBI Description 


(AC003974) unknown protein [Arabidopsis thaliana] 


p~ 
\^ 




167368 






XiXO^^o*i \J J / t X r\x 






RT.A^TX 




LN o X ox 


al54 6694 


" 


RT.ZX'^T cir-OTO 
OXirlO X oi_-wXc 


2 SO 

^ -J V./ 




E value 


^ • VJ C ^ X 






57 




15 xudiuxuy 


o o 


H 


IN^OX L^COl^XX^UXWil 


fX988061 Deroxidase ATP20a FArabidoosis thalianal 




Seq. No. 


167369 




Seq. ID 


LIB3234-037-P1-K1-C5 




Mol" Vi oH 


BLASTX 




^ O X V3 X 


a4582468 




BLAST score 


434 




ill V a. X u V? 


5 Oe-43 






95 




% identity 


94 




NPRT np<=;pTi nt i on 


(AC007071) putative 4 OS ribosomal protein; contains 






C-terminal domain [Arabidopsis thaliana] 




Seq, No. 


167370 




Seq. ID 


LIB3234-037-P1-K1-C7 




Method 


BLASTN 




NCBI GI 


g4559375 




BLAST score 


133 




E value 


l.Oe-68 




Match length 


265 




% identity 


98 




NCBI Description 


Arabidopsis thaliana chromosome II BAC FllClO genom: 






sequence, complete sequence 




Seq. No. 


167371 



22604 



Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3234-037-P1-K1- 

BLASTX 

gl619602 

338 

9.0e-32 

77 

83 

(Y08726) 



Dl 



MtN3 [Medicago truncatula] 



167372 

LIB3234-037-P1-K1-D10 

BLASTN 

g3241927 

341 

O.Oe+00 

365 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17, complete sequence [Arabidopsis thaliana] 



167373 

LIB3234-037-P1-K1-D2 

BLASTN 

g2570223 

40' 

3.0e-13 

86 

86 

Arabidopsis thaliana chromosome 1 BAC F20D22 
complete sequence [Arabidopsis thaliana] 



PI clone 



sequence. 



167374 

LIB3234-037-P1-K1-D7 

BLASTN 

g4580745 

136 

2.0e-70 

283 

89 

Arabidopsis thaliana chromosome 1 BAC F10O3 sequence, 
complete sequence 



167375 

LIB3234-037-P1-K1-D8 

BLASTN 

g4589410 

37 

2.0e-ll 

119 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
F2015, complete sequence 



PI clone 



167376 

LIB3234-037-P1-K1-D9 

BLASTN 

g3128136 



22605 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310 

l.Oe-174 

366 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K1F13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



167377 

LIB3234-037-P1-K1-E10 

BLASTX 

g2827139 

244 

8.0e-21 

105 

50 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343_emb_GAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSWl) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167378 

LIB3234-037-P1-K1-E2 

BLASTN 

g2924652 

42 

2.0e-14 

172 

64 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone": 
K9L2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167379 

LIB3234-037-P1-K1-E5 

BLASTN 

g3985957 

260 

l.Oe-144 

352 . . 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYN8, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



167380 

LIB3234-037-P1-K1-E7 

BLASTN 

g4063756 

122 

4 .Oe-62 

214 

89 

Arabidopsis thaliana chromosome II BAG T9F8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NGBI GI 



167381 

LIB3234-037-P1-K1-E8 

BLASTN 

g4580745 



22606 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length " 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52 

2.0e-20 

264 

80 

Arabidopsis thaliana chromosome 1 BAC F10O3 sequence, 
complete sequence 

167382 

LIB3234-037-P1-K1-F1 

BLASTN 

gl785673 

75 

3.0e-34 

202 

81 

A. thaliana mitochondrial genome, part A 
167383 

LIB3234-037-P1-K1-F10 

BLASTX 

g2454182 

559 

l.Oe-57 

124 

89 

{U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

167384 

LIB3234-037-P1-K1-F11 

BLASTX 

g91152 

198 

2.0e-15 

81 

23 

nuclear protein, 25K - mouse 
167385 

LIB3234-037-P1-K1-F12 

BLASTX 

gl710530 

651 

2.0e-68 

120 

97 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ {X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

167386 

LIB3234-037-P1-K1-F8 

BLASTX 

g231586 

68 

5.0e-14 



22607 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI Gi 
BLAST score 
E value 
Match length 



73 
66 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase {EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_einb_CAA41401_ (X58498) mitochondrial ATP synthas 
beta-subunit [Hevea brasiliensis] 

167387 

LIB3234-037-P1-K1-G6 

BLASTN 

g4544435 

367 

O.Oe+00 

379 

99 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 

167388 

LIB3234-037-P1-K1-H12 

BLASTX 

g4455272 

377 

2.0e-36 

119 

61 

(AL035527) subtilisin-like protease [Arabidopsis thaliana] 
167389 

LIB3234-037-P1-K1-H3 

BLASTX 

g3776005 

130 

3.0e-24 

100 

61 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
167390 

LIB3234-038-P1-K1-A1 

BLASTX 

gl531762 

161 

4.0e-ll 

45 

71 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167391 

LIB3234-038-P1-K1-A10 

BLASTX 

gl709379 

157 

l.Oe-10 
34 



22608 



% identity 

NCBI Description 



85 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 
>gi_881441 (U27653) NADH-plastoquinone oxidoreductase 
[Lupinus luteus] 
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NCBI Description 


(AC007020) putative lacasse [Arabidopsis thaliana] 
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% identity 
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NCBI Description 


Arabidopsis thaliana genomic DNA, chromosoiue 5, PI 




TPO^^I ^ /^/^mT^l ^ "t~ Q f 1 /-^ /"s 
c^VJX^/ COmpXtrUc ocqUcIlL-c 


Seq. No. 


167394 


beq. XU 


XiXDO^Jfi UJO rrX r\.X 


Method 


DT 7\ CfTiV 






DixHo i score 


4 :? D 


E value 


z . ue~o u 
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thaliana] 
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beq. lu 


XiXDO^jfJ UOO irX J\X f\u 


Method 
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66 


NCBI Description 


{S72926) glucose and ribitol dehydrogenase homolog 




vulgare] 


Seq. No. 


167396 


Seq. ID 


LIB3234-038-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g4589410 


BLAST score 


196 


E value 


l.Oe-106 


Match length 


240 


% identity 


95 



22609 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167397 

LIB3234-038-P1-K1-A9 

BLASTN 

g2828182 

323 

O.Oe+00 

348 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0J9, complete sequence [Arabidopsis thaliana] 

167398 

LIB3234-038-P1-K1-B11 

BLASTN 

g2191126 

163 

l.Oe-86 

221 

96 

Arabidopsis thaliana BAC IG002N01 
167399 

LIB3234-038-P1-K1-B12 

BLASTX 

g633890 

277 

l.Oe-24 

85 

66 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167400 

LIB3234-038-P1-K1-B3 

BLASTN 

g3402745 

182 

7.0e-98 

342 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

167401 

LIB3234-038-P1-K1-B4 

BLASTX 

g3309082 

259 

l.Oe-22 

54 

94 

(AF076251) calcineurin B-like protein 1 [Arabidopsis 
thaliana] 



22610 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167402 

LIB3234-038-P1-K1-B5 

BLASTX 

gl742955 

347 

7.0e-33 

67 

100 

(Z7144 6) CLC-b chloride channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167403 

LIB3234-038-P1-K1-B6 

BLASTX 

g2781394 

451 

4.0e-45 

93 

100 

(U70424) 0-methyltransf erase 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167404 

LIB3234-038-P1-K1-B7 

BLASTX 

g2118307 

494 

4.0e-50 

99 

100 

cysteine synthase (EC 4.2.99.8) 3A - Arabidopsis thaliana 
>gi_804 950_emb_CAA58893__ (X84097) cysteine synthase 

[Arabidopsis thaliana] >gi_1096196_prf 2111276A Ser(Ac) 

thiol lyase [Arabidopsis thaliana] 

167405 

LIB3234-038-P1-K1-B8 

BLASTN 

g4581161 

46 

7.0e-17 

46 

100 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167406 

LIB3234-038-P1-K1-B9 - 

BLASTN 

g4467094 

64 

l.Oe-27 

64 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20D10 



Seq. No. 



167407 



22611 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-038-P1-K1-C1 

BLASTX 

g4467114 

260 

l.Oe-22 

104 

59 

{AL035538) putative protein [Arabidopsis thaliana] 
167408 

LIB3234-038-P1-K1-C2 

BLASTX 

g4467114 

239 

3.0e-20 

104 

55 

(AL035538) putative protein [Arabidopsis thaliana] 
167409 

LIB3234-038-P1-K1-C5 

BLASTX 

g4262250 

241 

l.Oe-20 

70 

73 

(AC006200) putative aldolase [Arabidopsis thaliana] 
167410 

LIB3234-038-P1-K1-C7 

BLASTN 

gl279568 

41 

9.0e-14 

49 

96 

Nicotiana acuminata chloroplast JLB region, l-250bp 
167411 

LIB3234-038-P1-K1-D10 

BLASTN 

g2832667 

46 

9.0e-17 

114 

85 

Arabidopsis thaliana DNA chromosome A, BAG clone T10I14 
(ESSAII project) 



Seq. No. 
Seq.* ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167412 

LIB3234-038-P1-K1-D12 

BLASTX 

g231586 

146 

3.0e-09 
89 



22612 



% identity 

NCBI Description 



46 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
■>gi_18831_einb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167413 

LIB3234-038-P1-K1-D4 

BLASTX 

gl448941 

512 

3.0e-52 

109 

91 

{L48181) ypt-related protein [Brassica campestris] 
167414 

LIB3234-038-P1-K1-D6 

BLASTX 

g3377819 

211 

6.0e-17 

67 . ^. 

70 

(AF076275) No definition line found [Arabidopsis thaliana] 
167415 

LIB3234-038-P1-K1-D7 

BLASTX 

gll9975 

468 . 

4.0e-47 

100 

93 

FERREDOXIN PRECURSOR >gi_99692_pir S0997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
[Arabidopsis thaliana] 

167416 

LIB3234-038-P1-K1-D8 

BLASTX 

g4467132 

447 

l.Oe-44 

116 

77 

(AL035540) putative protein [Arabidopsis thaliana] 
167417 

LIB3234-038-P1-K1-D9 

BLASTN 

gl2219 

168 

l.Oe-89 



22613 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



341 
86 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 
167418 

LIB3234-038-P1-K1-E1 

BLASTN 

gl2219 

44 

8.0e-16 

183 

86 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 
167419 

LIB3234-038-P1-K1-E10 

BLASTX 

g2832620 

375 

3.0e-36 

106 

68 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
167420 

LIB3234-038-P1-K1-E11 

BLASTX 

gl620986 

353 

l.Oe-33 

97 

69 

(Y08858) 40S ribosomal protein S17 [Nicotiana 
plumbagini folia.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167421 

LIB3234-038-P1-K1-E3 

BLASTN 

g2245073 

333 

O.Oe+00 

349 

99 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167422 

LIB3234-038-P1-K1-E4 

BLASTX 

g4417271 

559 

l.Oe-57 

119 

89 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



22614 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167423 

LIB3234-038-P1-K1-E6 

BLASTX 

gl27041 

526 

7.0e-54 

102 

99 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167424 

LIB3234-038-P1-K1-E8 

BLASTN 

g4512656 

150 

8.0e-79 

259 

89 

Arabidopsis thaliana chromosome II BAG F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167425 

LIB3234-038-P1-K1-F10 

BLASTX 

gll9143 

159 

3.0e-48 

103 

85 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 {U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 {U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 {U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167426 

LIB3234-038-P1-K1-F11 

BLASTX 

g3582329 

450 

6.0e-45 

119 

74 

{AC005496) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



167427 

LIB3234-038-P1-K1-F12 
BLASTX 



22615 



NCBI GI 


g3582329 


BLAST score 


^ Q 

by 


E value 


J . ue— 


Match length 


yu 


% identity 




NCBI Description 




oec5. NO. 




' Seq. ID 


Itio Jz: j4 -Uoo-r±-i\x-r ^: 


Method 


BLASTX 


NCBI GI 


g2924258 


tSLAbi score 




E value 


/ . ue-4 0 


Match length 


lie 
lib 


% Identity 


o U 


NCBI Description 


{^iKjuyjHH) KNA polymerase Deca suDuni 


beq. NO. 


ID / *± z y 


beq. lu 


liloO^jfl uoo tr 1. r\x 


Method 


xj1lH.O i LN 


NCBI GI 


g2980757 


BLAST score 


274 


E value 


1 . ue~ 1 D J 


Match length 




% identity 


y / 


NCBI Description 


AraOlQOpSlS L.naila.na Uvln. Q^Ili UXlltJovJlUC *i 




(LbbAii pro^ecrj 


beq. NO. 


lb I H ov 


beq. lu 




Method 


BLASTX 


NCBI GI 


g226120 


BLAST score 


lob 


E value 


b . Ue-14 


Match length 


Q T 


% identity 




NCBI Description 


viciiin gene d [bagumus oeaipusj 


O ^ ^ • LN U • 


1 67431 


Seq. ID 


LIB3234-038-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


567 


E value 


l.Oe-58 


Match length 


111 



% identity 

NCBI Description 



99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_eiTib_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167432 

LIB3234-038-P1-K1-G2 

BLASTN 

g2914688 

261 

l.Oe-145 
346 



22616 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167433 

LIB3234-038-P1-K1-G3 

BLASTN 

g3047074 

71 

l.Oe-31 

150 

87 

Arabidopsis thaliana BAC F21E10 
167434 

LIB3234-038-P1-K1-G6 

BLASTN 

g3241920 

192 

l.Oe-104 

364 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAEl, complete sequence [Arabidopsis thaliana] 

167435 

LIB3234-038-P1-K1-G7 

BLASTX 

gl864017 

528 

4.0e-54 

100 

100 

{D63396) elongation factor-1 alpha [Nicotiana tabacum] 
167436 

LIB3234-038-P1-K1-H1 

BLASTX 

gl40285 

207 

2.0e-16 

42 

95 

HYPOTHETICAL 19 KD PROTEIN (ORF 168) 

>gi_2924263_emb_CAA77415_ (Z00044) Ycf3 protein [Nicotiana 
tabacum] 

167437 

LIB3234-038-P1-K1-H11 

BLASTN 

g2618605 

306 

l.Oe-172 

326 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUKll, complete sequence [Arabidopsis thaliana] 



22617 



Seq. No. 


i b / 4 Jo 


Seq. ID 


LIB3234-038-P1-K1-H3 


Method 


BLASTX 


NCBI GI 




BLAST score 




E value 


^ . Ue-1 / 


Match iengtn 


Do 


% identity 


20 


NCBI Description 


(ACI)u4od1) pumxlio-l 


Seq. No. 


1 D 7 4oy 


oeq. j-U 


LiXOO^Jfi U-JO xr± iVJ. XIJ 


Method 


BLASTN 


NCBI GI 


g2570223 


BLAST score 


42 


E value 


l.Oe-14 


Match length 


74 


% identity 


89 


NCBI Description 


Arabidopsis thaliana 



romosome 1 BAC F20D22 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167440 

LIB3234-038-P1-K1-H6 

BLASTX 

g3955041 

261 

8.0e-23 

98 

52 

(AJ010068) nhp2+ protein [Schizosaccharomyces pombe] 



167441 

LIB3234-038-P1-K1-H7 
BLASTX 
gll2737 
350 

3.0e-33 
81 
85 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi 68853_pir_ 



1 PRECURSOR {2S ALBUMIN STORAGE 
_NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 {M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4 4 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

167442 

LIB3234-038-P1-K1-H8 
BLASTN 
g4519187 
319 
. l.Oe-179 
351 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 



22618 



K1G2, complete sequence 



beq. No. 


1 CI A A 
1 D / ft ft 0 


Seq. ID 


LIB3234-038-P1-K1-H9 


Method 


BLASTX 




goz joodj 


BLAST score 


lUO 


E value 


0 . ue zt3 


Maccn jLenyun 




% identity 




NCBI Description 


^uoyyoi?^ oiiuiiar to yeast, geneircii iicydcive xrcguiciu* 




uranscnption suDunit i [/axaj;jj.u.tj^oxo uiicix j-diict j 


Seq. No. 


167444 


Seq. ID 


LIB3234-039-P1-K1-A10 


Method 


DJoriO i IN 


MOOT r^T 




BLAbi score 




E value 


0 . ue lu 


Match length 




% identity 


Q Q 

0 0 


nudx uescripi-ion 


D . oxeracea rni\iNr\ loir irri jjniuxiig pxuuc-Lii ^opxu^ 


Seq. No. 


167445 


Seq. ID 


LIB3234-039-P1-K1-A11 


Method 


JdLiAo i A 


NCBI GI 


g4 b / oZo y 


BLAST score 




E value 


4 . ue 1 / 


Match length 


Tic; 
1 ID 


% identity 


1 c 


NCBI Description 


^/\XjU ft y DO / ^ put.aL.ive pxroueiii [MXaijit-ivjpoxtj uiicixxctiici j 




1 ^7 4 4 

X u / 1 *3 u 


Seq. ID 


LIB3234-039-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g2760170 


BLAST score 


96 


E value 


l.Oe-46 


Match length 


284 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 



MI024, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167447 

LIB3234-039-P1-K1-A6 

BLASTX 

g2501021 

100 

7.0e-14 

66 

62 

LYSYL-TRNA SYNTHETASE (LYSINE--TRNA LIGASE) (LYSRS) 
>gi_1652562_dbj_BAA17483_ (D90906) lysyl-tRNA synthetase 
[Synechbcystis sp.] 



Seq. No. 



167448 



22619 



Qo*^ T n 
oeq. lu 




Method 


BLASTX 


NCBI GI 


g3935151 


rsLt/Vo i score 




E value 


^ . ue~ DO 


Matcn lengcn 


xuo 


B luenT-iuy 


3 / 


wcoi uescnpi-ion 


Irl^UUjXUD; i^OLN^U-XO L-rt.i:aDXa.OpoX& unciXXcina.J 


O 6 Cj • IN U ■ 


X U / *4 *» ^ 


O cM[ • J. L/ 


T.TR'^7'^4-0'^Q-P1 -K1 -AQ 

j-i J. o .J £p ^3 \J ^ JT J. r\ X 


lYie t.nou 


Di-LnO 1 LN 


NCBI GI 


g2760170 


BLAST score 


65 


XT' TT ^ T 1 1 A 




MaLCn iengun 


X 0 ' 


% identity 


o o 


in^dx uescrxpLion 


rix aOXO.OpSXS LlLciXXcina gclLOmXO ULNri^ Oilx OlUOoOillc; J/ irX OXU 




LYixL/Zfi, conipxei-e sequence [/iraijxaopsis unaxxancij 


oecj . LNO . 




beg. lu 


XiXDjZofi Ujy irX rxX DXU 


Method 


BLASTX 


NCBI GI 


gl864017 


dLiAoJ. score 




E value 


y . ue-04 


Matcn lengtn 


X U X . 


^ loenT-iL-Y 


QQ 


ncdI uescripuion 


(Uojoybj exongation racuor x axpna Lwiconiana LaDacuinj 


oecj . iNo . 


X D f H D ± 




ljXO^^O*i VJ J -7 i: X ±\X OXX 


lYie L.noa 


RT ac;ty 




rT^^9 RQ77 


BLAST score 


456 


E value 


l.Oe-45 


lYiaucn xengun 


3 U 


% identity 


QQ 


NCBI Description 


p4U proTiem nomoxog Hraoioopsis unaiiana ->gi 4u^:yu^ 




\UVJX_?JJ^ xcLliiXiiXli xcL^tr^L.tJx xxn.c ^xvjucxii. j,nx aji^xuu^o xo 




thaliana] 


O tr . LN (J . 




oeg, xu 


XiXDjzo'i u^y tx ivx ox^ 


Method 


OT a CTV 
DXtrt.OiA 


CslUoX (jX 


gx>?^o oo 


BLAST score 


45 


E value 


3.0e-52 


K^^^4~/*^Vi 1 T-> j-T 

lYiaucn Xcngcii 


X U 


% identity 


Q1 

y X 


NLtix uescription 


t^HLiUKUFLi/io 1 Dub KXDUbUMAX< rKUliliXN XiZ 




>gi_12214_emb_CAA4 6568_ (X65615) ribosomal protein L2 




[Sinapis alba] 


Seq. No. 


167453 


Seq. ID 


LIB3234-039-P1-K1-B2 


Method 


BLASTX 



22620 



NCBI GI 


g3132475 


BLAST score 


472 


E value 


£. . ue-4 / 


Match length 


lib 


% identity 




NCBI Description 


\/\L-UU^U"D/ simiXar to proixoe iicn pirocein (_rixaoiaops. 




thaliana] 


Seq. No. 




beq. iu 




Method 


BLASTX 


NCBI GI 


g3281868 


BLAST score 


D4 


E value 


3 . Oe-4u 


Match length 


112 


% identity 


f D 


NCBI Description 


{AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 




Seq. ID 


LIB - U oy-r i-J\i— bo 


Method 


bLAb i N 


NCBI GI 


g3132469 


BLAST score 


57 


E value 


J . Ue-^:o 


Match length 


256 


% identity 


86 


NCBI Description 


Arabiuopsis tnaiiana cnroitiosome ii bAu I2ytij genoiuic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


1 /I R C 
i D / 4 D D 


Seq. ID 




Method 


BLASTN 


NCBI GI 


g2618683 


BLAST score 


154 


E value 


o . ue-o 1 


Match length 


o [I n 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chroniosonie II BAC T32G6 genoinic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


1 b / 4 D / 


beq. iU 


T Tn'50'5yi_n'7Q_Di — VI —PI n 


Method 


bLiAb i A 


NCBI GI 


g4406780 


BLAST score 


572 


E value 


o.ue-oy 


Match length 


115 


% identity 


95 


NCBI Description 


(AC006532) putative multispanning membrane protein 




[Arabidopsis thaliana] 


Seq. No. 


167458 


Seq. ID 


LIB3234-039-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g4159707 


BLAST score 


322 


E value 


O.Oe+00 



22621 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



352 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 

167459 

LIB3234-039-P1-K1-C12 

BLASTX 

g399013 

314 

4.0e-29 

108 

62 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X6554 9) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

167460 

LIB3234-039-P1-K1-C2 

BLASTN 

g4559375 

279 

l.Oe-156 

358 

99 

Arabidopsis thaliana chromosome II BAC FllClO genomic 
sequence, complete sequence 

167461 

LIB3234-039-P1-K1-C4 

BLASTX 

gl531762 

191 

l.Oe-14 

50 

74 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167462 

LIB3234-039-P1-K1-C6 

BLASTX 

gll3171 

474 

9.0e-48 

102 

96 

ACYL CARRIER PROTEIN 1 PRECURSOR (ACP) 

>gi_81596_pir S03267 acyl carrier protein precursor - 

Arabidopsis thaliana >gi_16152_emb_CAA31991_ (X13708) acyl 
carrier protein [Arabidopsis thaliana] 



Seq. No, 



167463 



22622 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3234-039-P1-K1-C7 

BLASTN 

g4559375 - 

276 

l.Oe-154 

343 

97 

Arabidopsis thaliana chromosome II BAG FllClO genomic 
sequence, complete sequence 

167464 

LIB3234-039-P1-K1-C8 

BLASTN 

g4559375 

277 

l.Oe-154 

344 

98 

Arabidopsis thaliana chromosome II BAG FllClO genomic 
sequence, complete sequence 

167465 

LIB3234-039-P1-K1-C9 

BLASTX 

g3335171 

172 

2.0e-12 

67 

55 

(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 
167466 

LIB3234-039-P1-K1-D1 

BLASTX 

g4586053 

244 

8.0e-21 

114 

48 

(AC007020) putative lacasse [Arabidopsis thaliana] 
167467 

LIB3234-039-P1-K1-D10 

BLASTX 

g4704613 

356 

6.0e-34 

82 

88 

(AF109695) monodehydroascorbate reductase [Brassica juncea] 
167468 

LIB3234-039-P1-K1-D11 

BLASTX 

g3142294 

382 

6.0e-37 



22623 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
89 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

167469 

LIB3234-039-P1-K1-D4 

BLASTX 

g3075394 

559 

9.0e-58 

115 

95 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ {AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167470 

LIB3234-039-P1-K1- 

BLASTN 

g2760172 



D6 



BLAST score 


Z / O 


E value 


1 . ue-io^ 


Match length 


Z / o 


% identity 


lUU 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 




MUB3,. complete sequence [Arabidopsis thaliana] 


Seq. No. 


167471 


Seq. ID 


LIB3234-039-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3805962 


BLAST score 


259 


E value 


l.Oe-22 


Match length 


112 


% identity 


53 


NCBI Description 


(Y13772 ) _ laccase [Populus balsamifera subsp. trichocarpa] 


Seq. No. 


167472 


Seq. ID 


LIB3234-039-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2459446 


BLAST score 


448 


E value 


9.0e-45 


Match length 


116 


% identity' 


78 


NCBI Description 


(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 




thaliana] 


Seq. No. 


167473 


Seq. ID 


LIB3234-039-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g4757412 


BLAST score 


286 


E value 


l.Oe-160 


Match length 


349 



22624 



% identity 

NCBI Description 



95 

Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 
MXK23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167474 

LIB3234-039-P1-K1-E1 

BLASTX 

gll72599 

451 

4.0e-45 

88 

100 

PROTEASOME COMPONENT C5 (MULTICATALYTIC ENDOPEPTIDASE 
COMPLEX SUBUNIT C5) (TAS-F22/FAFP98 ) 

>gi_600387_emb_CAA47753_ (X67338) proteosome subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167475 

LIB3234-039-P1-K1-E10 

BLASTN 

g4092472 

34 

l.Oe-09 

46 

96 

Arabidopsis thaliana BAC F1K3 from chromosome IV near 21 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167476 

LIB3234-039-P1-K1-E11 

BLASTX 

g2501056 

450 

6.0e-45 

101 

92 

SERYL-TRNA SYNTHETASE (SERINE—TRNA LIGASE) (SERRS) 

>gi_2129737_pir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_13594 97_emb_CAA94388_ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167477 

LIB3234-039-P1-K1-E12 

BLASTN 

g4512690 

282 

l.Oe-157 

352 

95 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167478 

LIB3234-039-P1-K1-E4 

BLASTN 

g3510347 

203 



22625 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-110 

354 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJll, complete sequence [Arabidopsis thalianaj 

167479 

LIB3234-039-P1-K1-E6 

BLASTX 

gl769905 

259 

2.0e-22 

79 

65 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

167480 

LIB3234-039-P1-K1-E9 

BLASTX 

g584998 

149 

l.Oe-09 
64 

44 • - 

FLAVONOID 3 5 ' -HYDROXYLASE (F3*5'H) (CYTOCHROME P450 

LXXVA2) (P-450EG1) >gi_629713_pir S43342 flavonoid 

hydroxylase cytochrome P450 - eggplant 

>gi_395261_emb_CAA50155_ (X70824) flavonoid hydroxylase 
(P450) [Solanum melongena] 

167481 

LIB3234-039-P1-K1-F1 

BLASTX 

g2129659 

283 

2.0e-25 

89 

64 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

167482 

LIB3234-039-P1-K1-F10 

BLASTX 

g585536 

534 

8.0e-55 

111 

91 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 {L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb__CAA557 86_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 



167483 



22626 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-039-P1-K1-F11 

BLASTX 

g2642215 

191 

l.Oe-14 

36 . 
97 

(AF030386) NOI protein [Arabidopsis thaliana] 
167484 

LIB3234-039-P1-K1-F12 

BLASTX 

g485514 

258 

2.0e-22 

77 

64 

ADRll-2 protein - soybean (fragment) 

>gi_296443_emb_CAA4 9341_ (X69640) auxin down regulated 
[Glycine max] 

167485 

LIB3234-039-P1-K1-F2 

BLASTX 

g2921158 

526 

7.0e-54 

117 

91 

{AF022909) ClpC [Arabidopsis thaliana] 
167486 

LIB3234-039-P1-K1-F7 

BLASTX 

gl053047 

460 

4.0e-46 

92 

100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167487 

LIB3234-039-P1-K1-F9 

BLASTN 

g2760164 

69 

2.0e-30 

209 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18P6, complete sequence [Arabidopsis thaliana] 

167488 

LIB3234-039-P1-K1-G12 
BLASTX 



TAC clone 



22627 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3273743 
345 

l.Oe-32 

88 

81 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 {AC005499) unknown prol:ein 
[Arabidopsis thaliana] 

167489 

LIB3234-039-P1-K1-G2 

BLASTX 

g266989 

90 

7.0e-33 

118 

69 

GTP-BINDING PROTEIN SARIB >gi_322517_pir S28603 

GTP-binding protein - Arabidopsis thaliana >gi_166734 
(M95795) GTP-binding protein [Arabidopsis thaliana] 

167490 

LIB3234-039-P1-K1-G3 

BLASTX 

gl31336 

53 

6.0e-24 

72 

89 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 

167491 

LIB3234-039-P1-K1-G5 

BLASTN 

g2618599 

310 

l.Oe-174 

362 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 

167492 

LIB3234-039-P1-K1-G7 

BLASTN 

g2689438 

166 

2.0e-88 

301 

96 

Arabidopsis thaliana BAC F2401 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



22628 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167493 

LIB3234-039-P1-K1-H11 

BLASTX 

g3776559 

145 

l.Oe-09 

77 

47 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAG 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

167494 

LIB3234-039-P1-K1-H12 

BLASTN 

g984307 

34 

l.Oe-09 

34 

100 

Glycine max ribosomal protein S16 {rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORE 202 protein (ORE 203), ORE 151 
protein (ORE 151), ORE 103 protein (ORE 103), ORE 229 
precurso 

167495 

LIB3234-039-P1-K1-H2 

BLASTX 

gll2682 

94 

4.0e-25 

106 

59 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167496 

LIB3234-039-P1-K1-H4 

BLASTN 

g4079614 

102 

4.0e-50 

310 

90 

Arabidopsis thaliana chromosome I BAG E21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167497 

LIB3234-039-P1-K1-H5 

BLASTX 

g3776559 



22629 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



253 

5.0e-22 

98 

52 

{AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana' BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

167498 

LIB3234-039-P1-K1-H6 

BLASTN 

g3522932 

319 

l.Oe-179 

364 

96 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
.sequence, complete sequence [Arabidopsis thaliana] 

167499 

LIB3234-039-P1-K1-H7 

BLASTX 

gl854445 

376 

3.0e-36 

87 

79 

(D83971) CPRD14 protein [Vigna unguiculata] 



-H8 



167500 

LIB3234-039-P1-K1- 
BLASTX 
g4204299 
583 

l.Oe-60 

116 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

167501 

LIB3234-040-P1-K1-A11 

BLASTX 

g4580460 

600 

2.0e-62 

125 

94 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167502 

LIB3234-040-P1-K1-A2 

BLASTX 

g3695023 

269 



22630 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



l.Oe-23 

98 

52 

(AF055850) unknown [Arabidopsis thalianaT 



167503 

LIB3234-040-P1-K1-A5 

BLASTX 

g2894574 

556 

2.0e-57 

106 

100 

(AL021890) peroxidase prxrl 
>gi_2 9 6 1 3 4 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



167504 

LIB3234-040-P1-K1-A6 

BLASTN 

g3702722 

37 

2.0e-ll 
137 

82 . , 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K12B20, complete sequence [Arabidopsis thaliana] 

167505 

LIB3234-040-P1-K1-A7 

BLASTN 

g4589430 

209 

l.Oe-114 

375 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLD14, complete sequence 

167506 

LIB3234-040-P1-K1-A9 

BLASTX 

g4468993 

597 

4.0e-62 

113 

100 

(AL035605) putative protein [Arabidopsis thaliana] 
167507 

LIB3234-040-P1-K1-B1 

BLASTX 

g399298 

199 

2.0e-15 

66 

65 



22631 



NCBI Description STRESS-INDUCED KIN2 PROTEIN (COLD-INDUCED COR6.6 PROTEIN) 
>gi_1084343_pir_S22529 cold-regulated protein kin2 - 
Arabidopsis thaliana >gi_16230_emb CAA38894 {X55053) cold 
regulated [Arabidopsis thaliana] " 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167508 

LIB3234-040-P1-K1-B10 

BLASTX 

g3334404 

616 

2.0e-64 

128 

93 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_2266990 (U65638) vacuolar type ATPase subunit 
A [Arabidopsis thaliana] >gi_3834305 (AC005679) Identical 
to gb_U65638 Arabidopsis thaliana vacuolar type ATPase 
subunit A luRNA. ESTs gb_N96435, gb_N96106, gb N96189 
gb_N96091, gb_AA042286, gb_F14324, gb W43643, ib N96027 
gb_N96299, gb_R29943, gb_T43460, gb_T43544, gb_T22472 ' 

167509 

LIB3234-040-P1-K1-B11 

BLASTX 

gll2682 

163 

3.0e-ll 

112 

40 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605 pir S08510 
cruciferin precursor (CRB) - Arabidopsis thaliani" 
>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167510 

LIB3234-040-P1-K1-B12 

BLASTX 

gl345132 

620 

8.0e-65 

128 

93 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi 1389566_dbj BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

167511 

LIB3234-040-P1-K1-B3 

BLASTX 

gl402904 

93 

l.Oe-22 

113 

59 

(X98313) peroxidase [Arabidopsis thaliana] 



22632 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI- Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No.- 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 



167512 

LIB3234-040-P1-K1-B5 
BLASTX 

gl33812 
113 " 

3.0e-16 
61 
84 

CHLOROPLAST 30S RIBOSOMAL PROTETM ^ - 

ribosomal protein S16 -^hlte^Jstf^d !^^^^0?0-Pi^_R3lS16 
>gi_12217 emb CAA31944 (X^3609r?fi^ chloroplast 
[Sinapis albal (^1-^609) 16S ribosomal protein 

167513 

LIB3234-040-P1-K1-B6 
BLASTX 

gl531762 
195 

5.0e-15 
51 
75 

tL°IIfnij'"''^"°=^''"^^^-"-- decarboxylase [Arabidopsis 

167514 

LIB3234-040-P1-K1-B7 
BLASTX 

g4704730 
166 

l.Oe-11 
55 
60 

(AF121355, peroxiredoxin TPxl [Arabidopsis thaliana] 
167515 

LIB3234-040-P1-K1-B8 
BLASTN 

g2494110 
321 

O.Oe+00 
351 
98 

167516 

LIB3234-04 0-P1-K1-B9 
BLASTN 

gl429212 
169 

4.0e-90 
258 
94 

A. thaliana mRNA for peroxidase ATP4a, EST clone 4G6T7P 
167517 
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Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-040-P1-K1-C12 
BLASTX 

g231660 
257 

3.0e-22 
132 
48 

HYPOTHETICAL 226 KD PROTEIN (ORF 1901) 
167518 

LIB3234-040-P1-K1-C3 
BLASTX 

g3983125 
453 

3.0e-45 
117 
77 

pJecurfor^ Pjosphate/triose-phosphate translocator 
precursor [Arabidopsxs thaliana] 

167519 

LIB3234-040-P1-K1-C4 
BLASTN 

g2656029 
356 

O.Oe+00 

372 
99 

Arabidopsis thaliana genomic DNA. chromosome 5, PI clone 
167520 

LIB3234-040-P1-K1-C5 
BLASTN 

g2842474 
187 

l.Oe-101 

367 V 
96 

t^SSM?^;ioje^u""' chrcoscme 4, BAG clone F20O9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



167521 

LIB3234-040-P1-K1-C6 
BLASTN 

g4584519 
294 

l.Oe-165 

339 

96 

(ESSA'p^^jJctf''""' Chromosome 4, BAG clone 

167522 

LIB3234-040-P1-K1-C7 
BLASTN 

gl402933 



F11C18 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



115 

7.0e-58 

204 

86 

A. thaliana genomic DNA fragment (ecotype DIJON- 0/LANDSBERG 
ERECTA/ LEIDEN-O/LLAGOSTERA-0) 

167523 

LIB3234-040-P1-K1-C9 

BLASTX 

g2673917 

524 

l.Oe-53 
130 
57 

{AC002561) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



167524 

LIB3234-040-P1-K1-D10 

BLASTN 

g3047100 

286 

l.Oe-160 

378 

93 

Arabidopsis thaliana BAC F6N23 



-040-Pl-Kl-Dll 



167525 
LIB3234- 
BLASTX 
gll2739 
208 

7.0e-21 

108 

56 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb CAA80871 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

167526 

LIB3234-040-P1-K1-D12 

BLASTX 

g4406820 

354 

l.Oe-33 

68 

100 

(AC006201) putative ras superfamily member [Arabidopsis 
thaliana] 

167527 

LIB3234-040-P1-K1-D2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4262250 

404 

2.0e-39 

81 

100 

{AC006200) 



putative aldolase [Arabidopsis thaliana] 



167528 

LIB3234-04 0-P1-K1-D3 

BLASTN 

g2182289 

81 

l.Oe-37 

247 

92 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167529 

LIB3234-04 0-P1-K1-D8 

BLASTX 

g3150404 

229 

5.0e-19 

66 

74 

(AC004165) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

167530 

LIB3234-040-P1-K1-D9 

BLASTX 

g3850978 

259 

2.0e-22 

54 

91 ^ 

(AF060429) ATP synthase beta subunit [Embothrium coccineum] 
167531 

LIB3234-040-P1-K1-E1 

BLASTN 

g4490291 

342 

O.Oe+00 

373 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 

167532 

LIB3234-040-P1-K1-E10 

BLASTX 

gl498053 

446 

2.0e-44 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



110 
80 

(U64436) 



ribosomal protein S8 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 



167533 

LIB3234-040-P1-K1-E11 

BLASTN 

g4199934 

257 

l.Oe-142 

364 

91 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

167534 

LIB3234-040-P1-K1-E12 

BLASTX 

gl345973 

69 

2.0e-59 

122 

93 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04 505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167535 

LIB3234-040-P1-K1-E2 

BLASTX 

gl628583 

473 

l.Oe-47 

122 

76 

(U66916) 12S cruciferin. seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

167536 

LIB3234-040-P1-K1-E3 

BLASTN 

g3869065 

285 

l.Oe-159 

312 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K24M7, complete sequence [Arabidopsis thaliana] 

167537 
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Seq. ID LIB3234-040-P1-K1-E9 

Method BLASTX 

NCBI GI gl864017 

BLAST score 535 

E value 7 .Oe-55 

Match length 106 

% identity 96 

NCBI Description {D63396) elongation factor-1 alpha [Nicotiana tabacum] 

Seq. No. 167538 

Seq. ID LIB3234-040-P1-K1-F12 

Method BLASTX 

NCBI GI g3236254 

BLAST score 14 9 

E value l.Oe-09 

Match length 65 

% identity 48 

NCBI Description (AC004684) unknown protein [Arabidopsis thaliana] 

Seq. No. 167539 

Seq. ID LIB3234-040-P1-K1-F2 

Method BLASTX 

NCBI GI g2129767 

BLAST score 5 98 , 

E value 3.0e-62 

Match length 121 

% identity 93 

NCBI Description vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 

precursor - Arabidopsis thaliana >gi_1805364 dbj BAA09615 
(D61394) beta-VPE [Arabidopsis thaliana] 

167540 

LIB3234-040-P1-K1-F3 
BLASTX 
g2129767 
469 

2.0e-47 - 
94 
91 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj BAA09615 
(D61394) beta-VPE [Arabidopsis thaliana] ~ 

167541 

LIB3234-040-P1-K1-F5 
BLASTN 
g4662647 
56 

3.0e-23 
124 
87 

Arabidopsis thaliana chromosome II BAC F3K12 genomic 
sequence, complete sequence 

Seq. No. 167542 

Seq. ID LIB3234-040-P1-K1-F6 

Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID " 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



gl37580 
214 

3.0e~17 

121 

36 

VICILIN PRECURSOR {ALPHA-GLOBULIN B) (CLONE C72) 

>gi_72286_pir FWCNAB alpha-globulin B precursor (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

167543 

LIB3234-040-P1-K1-F8 

BLASTN 

g4699904 

38 

3.0e-12 

162 

81 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 

167544 

LIB3234-040-P1-K1-G1 

BLASTX 

glll3941 

367 

3.0e-35 

109 

71 

(U40713) Pv42p [Phaseolus vulgaris] 
167545 

LIB3234-040-P1-K1-G10 

BLASTN 

g4589434 

231 

l.Oe-127 

302 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ7, complete sequence 

167546 

LIB3234-040-P1-K1-G12 

BLASTN 

g4581138 

290 

l.Oe-162 

374 

84 

Arabidopsis thaliana chromosome II BAC FlOll genomic 
sequence, complete sequence 

167547 

LIB3234-040-P1-K1-G2 

BLASTX 

gl592677 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



265 

3.0e-23 

102 

55 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 
167548 

LIB3234-040-P1-K1-G5 

BLASTN 

g3150396 

257 

l.Oe-142 

346 

97 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167549 

LIB3234-040-P1-K1-G6 

BLASTX 

gl086249 

302 

l.Oe-27 

126 

44 

subtilisin-like protease - Alnus glutinosa 

>gi_757522_emb_CAA59964_ (X85975) subtilisin-like protease 
[Alnus glutinosa] 

167550 

LIB3234-040-P1-K1-G7 

BLASTN 

g2244991 

288 

l.Oe-161 

375 

94 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

167551 

LIB3234-040-P1-K1-H1 

BLASTX 

g4455329 

588 

4.0e-61 

124 

96 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167552 

LIB3234-040-P1-K1-H10 

BLASTX 

g3885334* 

593 

l.Oe-61 
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:— a. 

: 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 
93 

{AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

167553 

LIB3234-040-P1-K1-H11 

BLASTX 

g3885334 

270 

5.0e-24 

60 

90 

{AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

167554 

LIB3234-040-P1-K1-H12 

BLASTX 

gl703375 

410 

2.0e-40 
88 

91 ^ ' 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_db j-^BAA08259_ .(D45420) 
DcARFl [Daucus carota] 

167555 

LIB3234-040-P1-K1-H2 

BLASTX 

g2924262 

617 

2-0e-64 

122 

92 

(Z00044) PSII 44kd protein [Nicotiana tabacum] 
167556 

LIB3234-040-P1-K1-H3 

BLASTX 

gl20675 

452 

4.0e-45 

88 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_enib_CAA27844__ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167557 

LIB3234-040-P1-K1-H5 

BLASTX 

g3135751 

228 

6.0e-19 



22641 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



44 
95 

{AJ006095) 26S protease regulatory subunit 6 [Cicer 
arietinum] 

167558 

LIB3234-040-P1-K1-H6 

BLASTX 

g543841 

481 

2.0e-48 

96 

97 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_16658 6 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 {AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 63074 7_gb_AAD2 6597 . 1_AC007 23 6_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

167559 

LIB3234-040-P1-K1-H7 

BLASTX 

gl345973 

431 

l.Oe-42 

97 

81 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04 505_ {D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167560 

LIB3234-040-P1-K1-H8 

BLASTX 

g3169172 

403 

2.0e-39 

89 

82 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445214 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

167561 

LIB3234-040-P1-K1-H9 

BLASTX 

g3695023 

292 

2.0e-26 
107 



22642 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

{AF055850) unknown [Arabidopsis thaliana] 
167562 

LIB3234-041-P1-K1-A1 

BLASTX 

g4584536 

358 

4 .Oe-34 

100 

63 

(AL049608) 
thaliana] 



cytochrome p450 like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167563 

LIB3234-041-P1-K1-A10 

BLASTN 

g4757662 

322 

O.Oe+00 

374 

97 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

167564 

LIB3234-041-P1-K1-A11 

BLASTX 

gl864017 

530 

3.0e-54 

104 

97 

(D63396) elongation factor-1 alpha [Nicotiana tabacujn] 
167565 

LIB3234-041-P1-K1-A12 

BLASTN 

g2656031 

349 

O.Oe+00 

369 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

"Match length 

% identity 

NCBI Description 



167566 

LIB3234-041-P1-K1-A2 

BLASTX 

gl841399 

441 

8.0e-44 

97 

89 

(Z34661) AtTFIIB2 [Arabidopsis thaliana] 



Seq. No. 



167567 



22643 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-041-P1-K1-A3 
BLASTN 

g2564048 . 
343 

O.Oe+00 

379 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKD15, complete sequence [Arabidopsis thaliana] 

167568 

LIB3234-041-P1-K1-A5 

BLASTX 

g4204299 

528 

5.0e-54 

108 

96 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

167569 

LIB3234-041-P1-K1-A6 

BLASTX 

gl531762 

195 

5.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167570 

LIB3234-041-P1-K1-A9 

BLASTX 

g3738288 

652 

l.Oe-68 

123 

98 

(AC005309) 
thaliana] 



auxin-responsive GH3-like protein [Arabidopsis 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167571 

LIB3234-041-P1-K1-B10 

BLASTN 

g3241916 

286 

l.Oe-160 

323 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

167572 

LIB3234-041-P1-K1-B11 
BLASTN 



22644 



NCBI GI 


gl490552 


BLAST score 


207 
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159 


E value 


l.Oe-46 


lJCtL.i_il xciiguii 


113 

X X -J 




R7 

O f 


LNk^ox uesciipL-xon 


\ri\-»UU*i / Hi) dXpilcl vclCUOXaX px OOco o Xliy criZ.yiXlc LM.X djJXUvjpoXo 




uiict X X dxicL J -^yx ov)*ijj;7X \ri,v^UL/ jo;? j / cLxpiict vcti— u.wxa.x pxtjL'Cooxiiy 




dT^ '7 \Tmcst r T'a 4 ^ ct c 't~Vtal n anal 

enzyme [nxaoxoopoxo L.naxxdn<ij 


O C • LM U • 


J. \J f ^ / *i 




T TR3934 — n41 — PI — K'l — R3 
XiXDO^J*i U4 X itX JaX Dj 






NCBI GI 


g3249107 


BLAST score 


484 


E value 




Match length 


lUl 


% identity 




Mr^RT o "K* T r\T^ 

in^dx uc o ox xp L. XOIl 


^ U U J X X ft ^ V^wilLdXllo 0 XiUX XaX X L. y L.L^ piiXUtrlU opcL'XXXU. XC(_UXli 




srtr^ go tiX / jjx xroiu v^ucuoxua luaxxma • L/ixaxjxaopsxs L.naxxana.j 


O c t-J . IN U . 


X D / J / J 


Qq/-t t n 
oeq. lu 


T TR'^9'^4— 041 —Pi —W\ — R4 
L(XDOZj4 Uf±X lrX J\X o4 


Method 


BLASTX 


NCBI GI 


g3335171 


oXirio 1 oL-UXc 


47 S 


E value 


0 . ue *i 0 


DQatcn -xengun 


117 
XX/ 


^ xuenuxcy 


7 R 
/ 0 


iNk^DX uescxxpLXon 


vriruD/ooo; enujr yo specx X xc pxouexn j i^rt.xaJL)xciopsxs Lnaxxanaj 


O <^ • LN (J • 






T.TR3934-n41 -PI -Kl -Rfi 
XjXDJ^Oft U4X tX J\X DO 






NCBI GI 


g3985950 


BLAST score 


140 


£j V dx Lie 


9 Oe-73 

^ ■ L/C / J 


LYlaL-Cn. XcrIigL.Il 


J 0 D 


^ xaenuXL.y 


yo 


INUJDX UeSCx Xpt XOil 


21 T* a T /^oio cic 4~Vialia'oa /Ton om i 0 ZX 0 'K'Otti 0 c om 0 R 1 0 1 on 0 • 
rtX dJjXLXUpo Xo L.Ild.XXclIlci gcIlL/inXO Uvir\f Oili OlUvJisOlUc Df JTX L-XtJIlc . 




lyiJrxxU/ coiupxece sequence [Hraoxaopsis unaxxanaj 


Seq. No. 


167577 


Seq. ID 


LIB3234-041-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl561730 


BLAST score 


157 



22645 



E value l.Oe-10 

Match length 61 

% identity 4 6 

NCBI Description {U654 91) Dreg-3 protein [Drosophila melanogaster ] 

Seq. No. 167578 

Seq. ID LIB3234-041-P1-K1-B8 

Method BLASTX 

NCBI GI g3395432 

BLAST score 261 

E value 9.0e-23 

Match length 90 

% identity 56 

NCBI Description (AC004 683) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167579 

LIB3234-041-P1-K1-B9 

BLASTX 

gl31360 

232 

2.0e-19 

60 

78 

PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727_pif S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_emb_CAA31909_ 
(X13558) K preprotein (AA -24 to 37) [Sinapis alba] 



Ul Seq. No. 167580 

U Seq. ID LIB3234 

Method BLASTX 

- NCBI GI g82040 

M= BLAST score 4 69 

Q E value 3 . Oe-47 

Match length 97 

U % identity 25 

NCBI Description ubiquit 

U . ubiquit 



-041-Pl-Kl-Cll 



in precursor - flax (fragment) >gi_168304 (M57895) 
in [Linum usitatissimum] 



Seq. No. 167581 

Seq. ID LIB3234-041-P1-K1-C12 

Method BLASTX 

NCBI GI gl498053 

BLAST score 474 

E value l.Oe-47 

Match length 113 

% identity 82 

NCBI Description (U64436) ribosomal protein S8 [Zea mays] 

Seq. No. 167582 

Seq. ID LIB3234-041-P1-K1-C2 

Method BLASTN 

NCBI GI g2623294 

BLAST score 278 

E value l.Oe-155 

Match length 371 

% identity 99 



22646 



NCBI Description 



Arabidopsis thaliana chromosome II BAG T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


167583 


Seq. ID 


LIB3234-041-P1-K1-G4 








y U O J O Z7 L/ 


oJ-LTiox scoire 


979 


V a J. Lie 


^ • L/ C ^ *i 




R 9 




D / 




f^79g9fi^ rrl non<?p* AnH Tih'i'hnl riph\/HT*nn"p>n^^ hi omo 1 orr rHoT*Hpnm 

\tDI£.^£^\Jf yXU^V^OC? Clllv.<l X X Jk<f X L V,^ X ^.aC i ly \,^X Wy diCIOv? i lUlilW X |_ riL>x UlLl 




V Lixy dx t; J 


Seq. No. 


167584 




XiXOO^^*i V X IT X r\.x \^>J 




RT ac;ty 








DO 


E value 


ft , ue u J 


naucn ±eny un 


O 0 




fin 


KT O T" r\ £i c» T'" "I "r^ 4" 1 "r^ 

LNL^D± uescnpuion 


\/iL/UU^XfX; unknown pxOLexn [HraDxaopsxs unaxxanaj 


Seq. No. 


167585 


Seq. ID 


LIB3234-041-P1-K1-G7 


lYie unoa 


RT Zi QTY 




yfi / / 30 0D 


njjAo i score 




E value 


4 Do— f^n 


lYiaucn iengun 




^ iaent,xT-.y 






^/A£\j/u^*xO/ j|JU.L.a.LXVc do^dXLXO ^XULtrdocr \_ r\L. dX'XLKJ^ oX o 




L.iidXXdiid J 


Seq. No. 


167586 


OcL^ . XL/ 


T TR'^9'^d-n41-P1— Kl -Pft 

XiXD0^04 V 4 X irX r\X Vw-O 




RT ZiQTV 


INV^DX oX 


y 4 J 




^ O X 


Hi VdXUti 


J . X ^ 


l^taL.L'Ii x^iiyuii 


1 90 
X ^ u 


O -L V«i.Crl 1 L -L 


42 


iNV,^OX Li'Uov^XX^L.X^Jil 


^ rvLiVJ *± :? O X 7 ^LlL.dl,XVc: U AXUt^X I- 1, riX dl_/XUw^o X o OiidXXdlldJ 


Seq. No. 


167587 


OCL^ . XL/ 


LIB3234-041-P1-K1-C9 

xixo^^^*x V/Mx lx rvx ^ 


Method 


BLASTX 


NCBI GI 


g2924258 


BLAST score 


413 


E value 


l.Oe-40 


Match length 


124 


% identity 


65 


NGBI Description 


(Z00044) RNA polymerase beta*' subunit [Nicotiana tabacum] 


Seq. No. 


167588 


Seq. ID 


LIB3234-041-P1-K1-D1 



22647 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3869069 

353 

O.Oe+00 

365 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

167589 

LIB3234-041-P1-K1-D10 

BLASTN 

g3985933 

224 

l.Oe-123 

264 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9E15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167590 

LIB3234-041-P1-K1-D2 

BLASTX 

g4204277 

596 

5.0e-62 

110 

100 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
167591 

LIB3234-041-P1-K1-D3 

BLASTX 

g881615 

618 

l.Oe-64 

124 

96 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831. 1__ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



167592 

LIB3234-041-P1-K1-D4 

BLASTN 

g881614 

42 

2.0e-14 

138 

86 

Arabidopsis thaliana fatty acid elongase 1 
complete cds 



(Fael) gene. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167593 

LIB3234-041-P1-K1-D5 

BLASTX 

gl628583 



22648 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



360 

2.0e-34 

128 

68 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

167594 

LIB3234-041-P1-K1-D9 

BLASTN 

g3985933 

353 

O.Oe+00 

376 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9E15, complete sequence [Arabidopsis thaliana] 

167595 

LIB3234-041-P1-K1-E1 

BLASTX 

gl071913 

77 

2.0e-21 

72 

76 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

167596 

LIB3234-041-P1-K1-E12 

BLASTN 

g4580745 ' 

104 

2.0e-51 

361 

95 

Arabidopsis thaliana chromosome 1 BAG F10O3 sequence, 
complete sequence 

167597 

LIB3234-041-P1-K1-E2 

BLASTX 

g2494842 

265 

3.0e-23 

97 

52 

GLUCOSYLTRANSFERASE ALG6 >gi_2131171_pir S61985 ALG6 

protein - yeast (Saccharomyces cerevisiae) >gi_1150997 
(U43491) hypothetical protein UNA544 [Saccharomyces 
cerevisiae] >gi_1420090_emb_CAA99190_ (Z74910) ORE YOR002w 
[Saccharomyces cerevisiae] 



Seq. No, 



167598 



22649 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-041-P1-K1-E3 

BLASTX 

g5.44424 

55 

9.0e-39 

85 

100 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_419755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_einb_CAA78711_ {Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 {L00648) RNA-binding 
protein [Arabidopsis 'thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007_119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167599 

LIB3234-041-P1-K1-E5 

BLASTN 

g2337888 

207 

l.Oe-113 

354 

97 

Genomic sequence for Arabidopsis thaliana BAC F14J16/ 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167600 

LIB3234-041-P1-K1-E6 

BLASTN 

g3985949 

304 

l.Oe-170 

368 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167601 

LIB3234-041-P1-K1-E8 

BLASTN 

g511598 

345 

O.Oe+00 

377 

26 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167602 

LIB3234-041-P1-K1-F10 

BLASTX 

gll2682 

156 

2.0e-10 

78 

50 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir_ 



S08510 



22650 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



167603 

LIB3234-041 

BLASTX 

gl084476 

322 

5,0e-37 

94 

78 

catalase 
(X60135) 



-Pl-Kl-Fll 



(EC 1.11.1.6) - maize >gi_311239_enib_CAA42720 
catalase-1 [Zea mays] 



167604 

LIB3234-041-P1-K1-F12 

BLASTX 

g2117612 

352 

2.0e-33 

62 

98 

catalase (EC 1.11.1.6) 3 



Arabidopsis thaliana 



167605 

LIB3234-041-P1-K1-F2 

BLASTX 

gl864017 

561 

6.0e-58 

109 

98 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
167606 

LIB3234-041-P1-K1-F3 

BLASTX 

gl669668 

306 

3.0e-28 

88 

72 

(X97131) EFl-alpha [Forsythia x intermedia] 
167607 

LIB3234-041-P1-K1-F5 

BLASTX 

g3873743 

251 

l.Oe-21 

112 

46 

(Z66519) similar to Thiamine pyrophosphate enzymes; cDNA 
EST EMBL:D36315 comes from this gene; cDNA EST EMBL:D334 64 
comes from this gene [Caenorhabditis elegans] 



22^51 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167608 

LIB3234-041-P1-K1-F6 

BLASTX 

g282865 

221 

5.0e-18 

43 

93 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 {M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

167609 

LIB3234-041-P1-K1-F7 

BLASTX 

g548655 

361 

2.0e-34 
83 

90 * • 

SOS RIBOSOMAL PROTEIN L12-C, ' CHLOROPLAST PRECURSOR (CL12-C) 

>gi_541897_pir C53394 ribosomal protein L12.C, chloroplast 

- Arabidopsis thaliana >gi_4 68773_emb_CAA48183_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167610 

LIB3234-041-P1-K1-F8 

BLASTN 

g4557061 

140 

8.0e-73 

164 

96 

Arabidopsis thaliana chromosome II BAC F23M2 genomic 
sequence/ complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167611 

LIB3234-041-P1-K1-G1 

BLASTX 

g4063552 

594 

8.0e-62 

126 

95 

{AF035908) ATP synthase beta subunit [Muntingia calabura] 
167612 

LIB3234-041-P1-K1-G10 

BLASTN 

g4756963 

107 

4 .Oe-53 
307 



22652 



ffl 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

167613 

LIB3234-041-P1-K1-G11 " 

BLASTN 

g4220510 

333 

O.Oe+00 

373 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 

167614 

LIB3234-041-P1-K1-G12 

BLASTN 

g4220510 

277 

l.Oe-154 

289 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 

167615 

LIB3234-041-P1-K1-G2 

BLASTX 

g4206556 

377 

2.0e-36 

114 

68 

(AF066824) ATP synthase beta subunit [Simaba baileyana] 
167616 

LIB3234-041-P1-K1-G3 

BLASTX 

g4204299 

635 

l.Oe-66 

126 

96 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

167617 

LIB3234-041-P1-K1-G4 

BLASTX 

g3335169 

665 

4.0e-70 

127 

97 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ {AL0354 40) embryo-specific 



22653 



protein 1 (ATSl) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167618 

LIB3234-041-P1-K1-G5 

BLASTX 

g4006833 

148 

2.0e-09 

57 

46 

{AC005970) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



167619 

LIB3234-041-P1-K1-G7 

BLASTX 

g3242787 

480 

2.0e-48 

125 

78 

(AF055356) 
thaliana] 



respiratory burst oxidase protein E [Arabidopsis 



Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167620 

LIB3234-041-P1-K1-G8 

BLASTX 

g4586053 

243 

l.Oe-20 

125 

46 

(AC007020) putative lacasse [Arabidopsis thaliana] 
167621 

LIB3234-041-P1-K1-G9 

BLASTN 

g4586098 

349 

O.Oe+00 

377 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 
(ESSA project) 

167622 

LIB3234-041-P1-K1-H11 

BLASTN 

g3046855 

77 

l.Oe-35 

137 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSLl, complete sequence [Arabidopsis thaliana] 



Seq. No. 



167623 



22654 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-041-P1-K1-H12 

BLASTX 

gl20675 

424 

7.0e-42 

100 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA2784 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167624 

LIB3234-041-P1-K1-H4 

BLASTN 

g3242700 

183 

9.0e-99 

191 

63 

Arabidopsis thaliana chromosome II BAG F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167625 

LIB3234-041-P1-K1-H5 

BLASTX 

g2160694 

4 92 

8.0e-50 

125 

78 

(U73528) B* regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167626 

LIB3234-041-P1-K1-H6 

BLASTN 

g403417 

107 

2.0e-53 

118 

97 

Arabidopsis thaliana Columbia bZIP protein GBF4 gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167627 

LIB3234-041-P1-K1-H7 

BLASTX 

g3522943 

360 

2.0e-34 
124 

28 . . 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 



Seq. No. 



167628 



22655 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■Seq. No. 

Seq. ID 

Method 

NCBi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3234-041-P1-K1-H9 

BLASTX 

g3023934 . 

213 

2.0e-17 ■• ^ 
80 ^ 
50 

HISTONE DEACETYLASE 2 {HD2) (YYl TRANSCRIPTION FACTOR 
BINDING PROTEIN) >gi_1667396 (U31758) transcriptional 
regulator homolog RPD3 [Mus musculus] 

167 629 

LIB3234-043-P1-K1-A1 

BLASTN 

g2088638 

356 

O.Oe+00 

411 

99 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167630 

LIB3234-043-P1-K1-A10 

BLASTN 

g4691223 

36 

l.Oe-10 

36 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 



167631 

LIB3234-043-P1-K1-A12 

BLASTX 

g4678299 

622 

5.0e-65 

122 

99 

(AL04 9655) cysteine proteinase 
[Arabidopsis thaliana] 



precursor-like protein 



167632 

LIB3234-043-P1-K1-A2 

BLASTX 

g3869088 

599 

2.0e-62 

117 

98 

{AB019427) elongation factor-1 alpha [Nicotiana paniculat 
167633 

LIB3234-043-P1-K1-A4 
BLASTN 



22656 



NCBI GI 
BLAST score 
E value 
Match length 
% identity - . 
NCBI Description 



g2264316 
288 

l.Oe-161 
405 

97 . . 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MROll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167634 

LIB3234-04 3-P1-K1-A9 

BLASTN 

g4199934 

148 

l.Oe-77 

303 

65 

Genomic sequence for Arabidopsis thaliana BAG T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length' 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167635 

LIB3234-043-P1-K1-B10 

BLASTX 

g4490733 

4 68 

5.0e-47 

96 ~ 
100 

(AL035709) putative protein [Arabidopsis thaliana] 
167636 

LIB3234-043-P1-K1-B2 

BLASTX 

g4559396 

600 

2.0e-62 

129 

96 

(AC006526) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167637 

LIB3234-043-P1-K1-B3 

BLASTN 

g2656030 

345 

O.Oe+00 

406 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUL8 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167638 

LIB3234-043-P1-K1-B4 

BLASTN 

g2494110 

331 

O.Oe+00 
367 



22657 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Sequence of BAC TlGll from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

167639 

LIB3234-04 3-P1-K1-B5 

BLASTN 

g3337347 

43 

6.0e-15 

67 

91 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167640 

LIB3234-04 3-P1-K1-B9 

BLASTN 

g4589445 

372 

O.Oe+00 

396 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

167641 

LIB3234-04 3-P1-K1-C1 

BLASTN 

g3133272 

301 

l.Oe-169 

405 

92 

Genomic sequence for Arabidopsis thaliana BAC T17H7, 
complete sequence [Arabidopsis thaliana] 

167642 

LIB3234-04 3-P1-K1-C10 

BLASTN 

g2828188 

160 

6.0e-85 

232 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167643 

LIB3234-043-P1-K1-C11 

BLASTX 

g3033375 

281 

5.0e-25 

103 

88 

(AC004238) putative berberine bridge enzyme [Arabidopsis 



22658 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



, 167644 
LIB3234-043-P1-K1-C12 
BLASTN 
g3894179 
305 

l.Oe-171 

393 

94 

Arabidopsis thaliana chromosome II BAG F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167645 

LIB3234-043-P1-K1-C3 

BLASTN 

g4666247 

66 

l.Oe-28 

220 

83 

Arabidopsis thaliana DNA for germin-like protein precursor, 
complete cds 

167646 

LIB3234-043-P1-K1-C7 

BLASTX 

g4115377 

152 

6.0e-10 

102 

38 

(AC005967) unknown protein [Arabidopsis thaliana] 
167647 

LIB3234-04 3-P1-K1-C9 
BLASTX 

gll43322 , . 

295 

7.0e-27 

102 

61 

(U40979) alfa-carboxyltransferase precursor [Glycine max] 
167648 

LIB3234-04 3-P1-K1-D2 

BLASTX 

g82207 

602 

l.Oe-62 

134 

87 



NCBI Description hypothetical protein 1708 - common tobacco chloroplast 



Seq. No. 
Seq. ID 
Method 



167649 

LIB3234-043-P1-K1-D3 
BLASTX 



22659 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E "'value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185507 
466 

l.Oe-46 

121 

81 

{AF100163) EZAl [Arabidopsis thaliana] 
167650 

LIB3234-04 3-P1-K1-D5 

BLASTN 

g3449332 

214 

l.Oe-117 

331 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSF19, complete sequence [Arabidopsis thaliana] 

167651 

LIB3234-043-P1-K1-D8 

BLASTX 

gll07501 

393 

3.0e-38 

99 

80 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb__Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

167 652 

LIB3234-043-P1-K1-E10 

BLASTN 

g336274 

90 

6.0e-43 

257 

88 

Alnus incana chloroplast 23S rRNA, 4 . 5S rRNA, 5S rRNA, 
tRNA-Arg, and tRNA-Asn genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167653 

LIB3234-043-P1-K1-E11 

BLASTN 

gl448916 

359 

0.6e+00 

399 

97 

Arabidopsis thaliana threonine synthase mRNA, 
167654 

LIB3234-043-P1-K1-E12 

BLASTN 

g4580732 

53 



3' end of cds 



22660 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-21 

101 

88 

Genomic sequence for Arabidopsis thaliana BAC F5J5, 
complete sequence 

167655 

LIB3234-043-P1-K1-E2 

BLASTX 

gll69515 

625 

2.0e-65 

121 

98 

EM-LIKE PROTEIN GEAl >gi_2119768_pir S34819 embryonic 

abundant protein Eml - Arabidopsis thaliana 
>gi_298070_emb_CAA77509_ (Z11158) Em protein [Arabidopsis 
thaliana] >gi_298072_emb_CAA77979_ (Z11921) Em protein 
homologue [Arabidopsis thaliana] >gi_3068708 (AF049236) Eml 
protein [Arabidopsis thaliana] 



Seq. No. 


Id/ dod 




oeq. lu 


ijXD0^04 u*io iri. rvx Hij 




Method 


BLASTX 




NCBI GI 


g3335171 




BLAST score 


528 




E value 


5.0e-54 




Match length 


122 




% identity 


84 




NCBI Description 


(AF067858) embryo-specific protein 3 


[Arabidopsis thaliana 


Seq. No. 


167657 




Seq. ID 


LIB3234-043-P1-K1-E5 




Method 


BLASTX 




NCBI GI 


g2384956 




BLAST score 


231 




E value 


3.0e-19 




Match length 


134 




% identity 


34 




NCBI Description 


(AF022985) No definition line found 


[Caenorhabditis 




elegans] 




Seq. No. 


167658 




Seq. ID 


LIB3234-043-P1-K1-E7 




Method 


BLASTN 




NCBI GI 


gl2218 




BLAST score 


224 




E value 


l.Oe-123 




Match length 


264 




% identity 


96 





NCBI Description Sinapis alba chloroplast trnG gene for transfer RNA-Gly 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167659 

LIB3234-043-P1-K1-E8 

BLASTX 

gl31360 

241 



22661 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-20 

61 

80 

PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chl-oiroplast >gi_12209_einb_CAA31909_ 
(X13558) K preprotein (AA -24 to 37) [Sinapis alba] 

167660 

LIB3234-04 3-P1-K1-F4 

BLASTX 

g728873 

168 

7.0e-12 

37 

81 

L-ASCORBATE PEROXIDASE, CYTOSOLIC (AP) 

>gi_322534_pir S28856 L-ascorbate peroxidase (EC 

1.11.1.11), cytosolic - Arabidopsis thaliana 
>gi_16173_emb_CAA42168_ (X59600) L-ascorbate peroxidase 
[Arabidopsis thaliana] >gi_217 833_dbj_BAA03334_ (D14442) 
ascorbate peroxidase [Arabidopsis thaliana] >gi_1532170 
(U63815) ascorbate peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167661 

LIB3234-Q4 3-Pl-kl-F5 

BLASTX 

gl32074 

193 

3.0e-15 

62 

61 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

167662 

LIB3234-04 3-P1-K1-F9 

BLASTX 

gll7820 

245 

8.0e-21 

50 

100 

CYTOCHROME B6 >gi_625192_pir CBSP6 

plastoquinol--plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - spinach chloroplast >gi_12285_emb_CAA30128_ 
(X07106) petB [Spinacia oleracea] 

167663 

LIB3234-04 3-P1-K1-G12 

BLASTX 

g3157930 

82 

7.7e-02 
113 



22662 



% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

{AC002131) Strong similarity to 
amino-cyclopropane-carboxylic acid oxidase gb L27664 from 
Brassica napus. ESTs gb_Z48548 and gb__Z48549 come from 
this gene. [Arabidopsis thaliana] 

167664 

LIB3234-04 3-P1-K1-G2 

BLASTX 

g3327196 

281 

5.0e-25 

75 

71 

(AB014591) KIAA0691 protein [Homo sapiens] 
167665 

LIB3234-043-P1-K1-G3 

BLASTX 

g2245110 

271 

7.0e-24 

54 

98 

(Z97343) hypothetical protein [Ar-abidopsis thaliana] 
167666 

LIB3234-04 3-P1-K1-G6 

BLASTN 

g2244788 

150 

9.0e-79 

333 

94 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

167667 

LIB3234-043-P1-K1-G7 

BLASTX 

g2605714 

438 

2.0e-43 

107 

81 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 

167668 

LIB3234-043-P1-K1-G8 

BLASTN 

g3985955 

303 

l.Oe-170 

396 

77 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



22663 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MTH16, complete sequence [Arabidopsis thaliana] 
167669 

LIB3234-043-P1-K1-H1 
BLASTN 

g4589950 
367 

O.Oe+OO' 
408 
97 

Arabidopsis thaliana chromosome II BAG TPftPifi ^^^^ • 
sequence, complete sequence genomic 

167670 

LIB3234-043-P1-K1-H11 
BLASTN 

g3757512 
121 

l.Oe-61 
171 
62 

Arabidopsis thaliana chromosome II BAG F12A24 aenomir 
sequence, complete sequence [Arabidopsis thaliana? 
167671 

LIB3234-043-P1-K1-H12 
BLASTN 

g4309747 
292 

l.Oe-163 

312 

28 

Arabidopsis thaliana chromosome II BAG T13E11 oenomir 
sequence, complete sequence [Arabidopsis thalianar 
167672 

LIB3234-043-P1-K1-H2 
BLASTN 

g3402695 
50 

4.0e-19 

155 

87 

Arabidopsis thaliana chromosome II BAG T3K9 aenomic 
sequence, complete sequence [Arabidopsis thallanaf 
167673 

LIB3234-043-P1-K1-H3 

BLASTX 

g4678307 

580 

4.0e-60 

116 

100 

(AL049655) vacuolar protein sorting-like protein 
[Arabidopsis thaliana] F^otein 



22664 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167674 

LIB3234-043-P1-K1-H4 
BLASTN - ' 

gl946354 
230 

l.Oe-126 

406 

100 

Arabidopsis thaliana chromosome II BAG T06B20 genomic 
sequence, complete sequence 

167675 

LIB3234-04 6-P1-K1-A1 

BLASTX 

g3785999 

470 

3.0e-47 

107 

84 

(AC005499) putative peptidyl-prolyl cis-trans isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167676 

LIB3234-04 6-P1-K1-A10 

BLASTN 

g2924257 

66 

l.Oe-28 

191 

90 

Tobacco chloroplast genome DNA 
167677 

LIB3234-04 6-P1-K1-A11 

BLASTN 

g3327867 

389 

O.Oe+00 

389 

100 

Arabidopsis thaliana CIP7 mRNA for COPl-Interacting Protein 
If complete cds 

167678 

LIB3234-04 6-P1-K1-A12 

BLASTN 

g2154718 

340 

O.Oe+00 

390 

97 

A. thaliana nit2 gene, nitl gene and nit3 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167679 

LIB3234-04 6-P1-K1-A2 

BLASTX 

g2317902 



22665 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



714 

7.0e-76 

130 

100 

(U89959) hypothetical protein [Arabidopsis thaliana] 
167680 

LIB3234-046-P1-K1-A3 

BLASTX 

g2262167 

578 

7,0e-60 

110 

100 

(AC002329) 
thaliana] 



cytosolic ribosomal protein S4 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match. length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167681 

LIB3234-04 6-P1-K1-A4 

BLASTX 

g99992 

485 

5.0e-49 

129 

53 

protein disulf ide-isomerase (EC 5.3.4.1) precursor - 
alfalfa (clone B2) >gi_166418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 

167682 

LIB3234-04 6-P1-K1-A5 

BLASTX 

gl531762 

195 

5.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167683 

LIB3234-04 6-P1-K1-A7 

BLASTX 

g3808062 

153 

4.0e-10 

66 

44 

(AB019195) PVlOO [Cucurbita maxima] 
167684 

LIB3234-04 6-P1-K1-A8 

BLASTX 

gl814424 

223 

3.0e-18 
77 



22666 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

(U85254) homeodomain protein AHDP [Arabidopsis thaliana] 
167685 

LIB3234-04 6-P1-K1-A9 

BLASTX 

g4678299 

661 

l.Oe-69 

126 

100 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
•Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method.. 

NCBI GI- 

BLAST" score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



167686 

LIB3234-04 6-P1-K1-B1 

BLASTX 

g2262116 

664 

5.0e-70 
129 

•98 

(AC002343) .cellulose synthase isolog [Arabidopsis thaliana] 
167687 

LIB3234-04 6-P1-K1-B11 

BLASTX 

gl592675 

313 

8.0e-29 

108 

61 

(X91919) LEA76 homologue typel [Arabidopsis thaliana] 
167688 

LIB3234-04 6-P1-K1-B12 

BLASTX 

gl619602 

369 

2.0e-35 

87 

79 

(Y08726) MtN3 [Medicago truncatula] 
167689 

LIB3234-04 6-P1-K1-B2 

BLASTX 

gl592677 

193 

9.0e-15 

38 

100 

{X91912) LEA76 homologue type2 [Arabidopsis thaliana] 
167690 

LIB3234-04 6-P1-K1-B4 
BLASTN 



22667 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

B.LAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4589969 
147 

6.0e-77 

262 

61 

Arabidopsis thaliana chromosome II BAC F1P15 genomic 
sequence, complete sequence 

167691 

LIB3234-04 6-P1-K1-B5 

BLASTN 

g2213606 

390 

O.Oe+00 

390 

100 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 

167692 

LIB3234-04 6-P1-K1-B7 

BLASTX 

gl592677 

201 

9.0e-16 

92 

49 

{X91912) LEA76 homologue type2 [Arabidopsis thaliana] 
167693 

LIB3234-04 6-Pr-Kl-B8 

BLASTX 

g3176874 

545 

4.0e-56 

121 

89 

(AF065639) cucumisin-like serine protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167694 

LIB3234-04 6-P1-K1-B9 

BLASTX 

g2511725 

674 

4.0e-71 

128 

100 

(AF021937) catalase 1 [Arabidopsis thaliana] 
167695 

LIB3234-04 6-P1-K1-C1 

BLASTX 

gll2740 

269 

l.Oe-23 
117 



22668 



% identity 

NCBI Description 



52 

NAPIN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691__pir ^A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 



Seq. No. 


167696 


Seq. ID 


LIB3234-04 6-Pl-Kl-ClO 


Method 


BLASTX 


NCBI GI 


g2D2zy20 


BLAST score 


304 


E value 


y . ue— zo 


Match length 


TOO 


% identity 


44 


NCBI Description 


(AE000933) dTDP-glucose 4 , 6-dehydratase [Methanobacter 




thermoautotrophicum] 


Seq. No. 


167697 


Seq. ID 


tx"dooo>i r\ a £1 ni oin 

LIB3234-04 b-Pl-Kl-Cll 


Method 


BLASTX 


NCBI GI 


g2213608 


BLAST score 


o o o 

z33 


E value 


2.0e-19 


Match length 


129 


% identity 


36 , . 


NCBI Description 


(AC000103) F21J9.2 [Arabidopsis thaliana] 


Seq. No. 


167 698 


Seq. ID 


LIB3234-04 6-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl502428 


BLAST score 


335 


E value 


2 , Oe-31 


Match length 


66 


% identity 


100 


NCBI Description 


(U62330) phosphate transporter [Arabidopsis thaliana] 




>gi 2258116 obj BAA21oU3 (Doooyi) inorganic pnospnate 




transporter [Arabidopsis thaliana] 




>gi 2258118 dbj BAA21504_ (D86608) inorganic phosphate 




transporter [Arabidopsis thaliana] 


Seq. No. 


167699 


Seq. ID 


TTT~iOOO>l (\ A FIT O 

LIB3234-04 6-P1-K1-C2 


Method 


O T TV c rp XI 

BLiASTN 


NCBI GI 


g4092472 


BLAST score 


36 


E value 


3.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F1K3 from chromosome IV near : 




cM, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167700 


Seq. ID 


LIB3234-04 6-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4220643 


BLAST score 


50 



22669 



E value 
Match length 
% identity 
NCBI Description 



4.0e-19 

188 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD22, complete sequence [Arabidopsis thaliana] 



beq. NO. 


Id/ / U 1 


oeq . Lu 


ijXDJ^Ofi U4 D irX lxX bO 


weunou 


QT A CTY 
DLiiio i A 


Kir'QT CT 


gi / uy y /u 


RTZiQT c/^*^T*ca 
OJ-arlO 1 ot-UiC 




E value 


^ . ue 






% identity 


96 


NCBI Description 


60S RIBOSOMAL PROTEIN LlOA 


oeq . NO . 


1 (inn no 


oeq, Lu 


ttdtoq/i r\ a £^ VI r'C 


jyie unoa 


oLlHo 1 A 




g4 /U40Z4 


bixAoi score 


Q c: Q 

Joy 


E value 


J . ue jfi 


Match length 




% identity 


bU 


NCBI Description 


(AF139377). stearoyl acyl Cc 




Lldd3A20 [Lupinus luteus] 


oeq. No. 


1 C T "7 n o 

lb/ / 


oeq. iu 


TToooovi r\ A c m 
LlbJzo4-U4fc)-Fl-Kl-L/ 


Method 


D T 7\ O T>V 

oLiAo iX 


NC^ol bl 


rt-OO^ A one; 

gzz 4 4 y u D 


oijAoi score 


o n o 


E value 


. ue 1 D 






% identity 


80 


NCBI Description 


(Z97339) indole-3-acetate t 




[Arabidopsis thaliana] 


Seq. No. 


167704 


Seq. ID 


LIB3234-04 6-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g4220643 


BLAST score 


356 


E value 


O.Oe+00 


Match length 


384 


% identity 


98 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 

167705 

LIB3234-04 6-P1-K1-C9 

BLASTX 

g343503 

183 

l.Oe-13 

36 

100 



PI clone 



22670 



NCBI Description 



Seq.*- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(L12250) ribosomal protein S12 [Nicotiana plumbaginif olia] 
>gi_1334 367_einb_CAA27200_ (X03481) rpsl2-like coding 
sequence [Nicotiana tabacum] >gi_2924276_emb_CAA77429_ 
(Z00044) ribosomal protein S12 [Nicotiana tabacum] 
>gi_2924283_emb_CAA77436_ (Z00044) ribosomal protein S12 
[Nicotiana tabacum] 

167706 

LIB3234-04 6-P1-K1-D1 

BLASTX 

gll07501 

378 

2.0e-36 

119 

66 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

167707 

LIB3234-04 6-P1-K1-D11 

BLASTN 

g4510392 

210 

l.Oe-114 

387 

100 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

167708 

LIB3234-04 6-P1-K1-D12 

BLASTN 

g3135250 

56 

l.Oe-22 

100 

89 

Arabidopsis thaliana chromosome II BAC F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167709 

LIB3234-04 6-P1-K1-D2 

BLASTX 

g4678306 

132 

l.Oe-11 

83 

46 

(AL049655) kinesin-like protein [Arabidopsis thaliana] 
167710 

LIB3234-046-P1-K1-D3 

BLASTN 

g4733952 

279 



22671 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-156 

387 

93 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence,- complete sequence 

167711 

LIB3234-04 6-P1-K1-D4 

BLASTN 

g2564049 

392 

O.Oe+00 

392 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167712 

LIB3234-04 6-P1-K1-D6 

BLASTX 

g4006827 

259 

2.0e-22 

130 

44 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
167713 

LIB3234-046-P1-K1-D7 

BLASTX 

g2582381 

604 

6.0e-63 

127 

87 

(AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167714 

LIB3234-04 6-P1-K1-D8 

BLASTX 

gll2682 

158 

4.0e-23 

124 

55 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167715 

LIB3234-04 6-P1-K1-D9 

BLASTN 

g4589421 

36 



22672 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



9.0e-ll 

70 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone: 
K5K13/ complete sequence 

167716 

LIB3234-046-P1-K1-E1 

BLASTX 

gll69476 

595 

7.0e-62 

113 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) { VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

167717 

LIB3234-04 6-P1-K1-E10 

BLASTN 

g2264316 

38 

6.0e-12 

156 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll/ complete sequence [Arabidopsis thaliana] 

167718 

LIB3234-04 6-P1-K1-E11 

BLASTX 

gll84075 

153 

4.0e-10 

129 

1 

(U42444) Cf-2.1 [Lycopersicon pimpinellif olium] 

>gi_1587 673_prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 



167719 

LIB3234-04 6-P1-K1-E12 

BLASTX 

g633890 

287 

8.0e-26 

88 

65 

(S72926) glucose and ribitol 
vulgare] 

167720 

LIB3234-04 6-P1-K1-E2 

BLASTX 

g82232 

562 



dehydrogenase homolog [Hordeum 



22673 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-58 

129 

84 

rpoC protein homolog 
167721 

LIB3234-04 6-P1-K1-E3 

BLASTX 

g2708750 

316 

3.0e-29 

128 

55 

(AC003952) 
thaliana] 



common tobacco chloroplast 



putative physical impedence protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167722 

LIB3234-04 6-P1-K1-E4 

BLASTX 

gl077345 

154 

3.0e-10 : 

82 

40 ^ 

hypothetical protein YLR290c - yeast ( Saccharomyces 
cerevisiae) >gi__596046 (U17243) L8003.16 gene product 
[Saccharomyces cerevisiae] 

167723 

LIB3234-04 6-P1-K1-E5 

BLASTX 

g2454184 

629 

7.0e-66 

127 

99 

(U8018 6) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 

167724 

LIB3234-04 6-P1-K1-E6 

BLASTN 

g3367500 

329 

O.Oe+00 

394 • 
96 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

167725 

LIB3234-04 6-P1-K1-E7 

BLASTX 

g3402716 

183 

l.Oe-13 
85 



22674 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

(AC004261) unknown protein [Arabidopsis thaliana] 
167726 

LIB3234-04 6-P1-K1-E9 

BLASTX ' 

g2529229 

516 

l.Oe-52 

127 

81 

(AB007907) 6-phosphogluconate dehydrogenase [Glycine max] 
167727 

LIB3234-04 6-P1-K1-F1 

BLASTX 

g465835 

443 

4.0e-44 

129 

64 

HYPOTHETICAL 272.0 KD PROTEIN C50C3.6 IN CHROMOSOME III 

>gi_630577_pir S44625 C50C3.6 protein - Caenorhabditis 

elegans >gi_289658 {L14433) putative [Caenorhabditis 
elegans] 

167728 

LIB3234-04 6-P1-K1-F10 

BLASTX 

gl35406 

418 

3.0e-41 

80 

97 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768__pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

167729 

LIB3234-04 6-P1-K1-F11 

BLASTX 

gll9143 

605 

4.0e-63 

115 

100 

ELONGATION FACTOR 1-ALPHA (EF- 

>gi_81606_pir S06724 translat 

alpha chain - Arabidopsis thai 
(X16430) elongation factor 1-a 
>gi_1369927_emb_CAA34454_ (X16 
1-alpha [Arabidopsis thaliana] 
{X16431) elongation factor 1-a 
>gi_1532172 (U63815) EF-lalpha 
>gi_1532173 (U63815) EF-lalpha 
>gi_1532174 (U63815) EF-lalpha 



1-ALPHA) 

ion elongation factor eEF-1 
iana >gi_295788_enib_CAA34 453_ 
Ipha [Arabidopsis thaliana] 
4 31 ) elongation factor 

>g i_l 3 6 9 92 8_einb_CAA3 4 4 5 5_ 
Ipha [Arabidopsis .thaliana] 
Al [Arabidopsis thaliana] 
A2 [Arabidopsis thaliana] 
A3 [Arabidopsis thaliana] 



22675 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167730 

LIB3234-04 6-P1-K1-F12 

BLASTX 

g4204298 

558 

l.Oe-57 

125 

86 

{AC003027) icl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167731 

LIB3234-046-P1-K1-F4 

BLASTX 

g4586109 

314 

6.0e-29 

58 

100 

(AL04 9638) putative protein [Arabidopsis thaliana] 
167732 

LIB3234-04 6-P1-K1-F5 

BLASTX 

g2894598 

696 

l.Oe-73 

131 

100 

(AL021889) putative protein [Arabidopsis thaliana] 
167733 

LIB3234-04 6-P1-K1-F7 

BLASTX 

g2832703 

381 

7.0e-37 

79 

95 

{AL021713) potassium channel protein KAT2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167734 

LIB3234-04 6-P1-K1-F9 

BLASTX 

g4507311 

215 

2.0e-17 

103 

40 

suppressor of Ty (S . cerevisiae) 4 homolog 1 
>gi_3122873_sp_Q16550_SPT4_HUMAN Ti^NSCRIPTION INITIATION 
PROTEIN SPT4 HOMOLOG 1 >gi_1209779 (U43923) similar to 
Saccharomyces cerevisiae Spt4; protein has potential 
N-terminal zinc-finger [Homo sapiens] >gi_1401053 {U38818) 
SUPT4H [Homo sapiens] >gi_1401055 (U38817) SUPT4H [Homo 



22676 



sapiens] >gi_1401066 (U43154) Supt4h [Mus musculus] 
>gi_3779194 (U96809) chromatin structural protein homolog 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167735 

LIB3234-04 6-P1-K1-G1 

BLASTN 

g4220643 

363 

O.Oe+00 

388 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

167736 

LIB3234-04 6-P1-K1-G10 

BLASTX 

gll68410 

639 

5,0e-67 

129 

94 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 

>gi_2118267_pir S58167 f ructose-bisphosphate aldolase (EC 

4,1.2,13) - garden pea >gi_927505_emb_CAA61947_ (X89829) 
f ructose-1/ 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167737 

LIB3234-04 6-P1-K1-G11 

BLASTN 

g4586065 

95 

6.0e-46 

231 

85 

Arabidopsis thaliana chromosome II BAC T17A11 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167738 

LIB3234-04 6-P1-K1-G12 

BLASTN 

g2264307 

225 

l.Oe-123 

255 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MED24, complete sequence [Arabidopsis thaliana] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167739 

LIB3234-04 6-P1-K1-G2 

BLASTX 

g4262250 

459 

6.0e-46 
91 



22677 



% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AC0062G0) putative aldolase [Arabidopsis thaliana] 
167740 

LIB3234-04 6-P1-K1-G3 

BLASTX 

gl592677 * 

382 

6.0e-37 

123 

69 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 
167741 

LIB3234-04 6-P1-K1-G7 

BLASTN 

g3659491 

385 

0. 0e+OO 
385 
100 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

167742 

LIB*3234-04 6-Pl-Kl-G9 

BLASTN 

g2924733 

135 

7.0e-70 

207 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

167743 

LIB3234-04 6-P1-K1-H1 

BLASTX 

gl916613 

517 

9.0e-53 

108 

100 

{U62029) acetyl-CoA carboxylase [Arabidopsis thaliana] 
167744 

LIB3234-04 6-P1-K1-H10 

BLASTX 

g3264778 

562 

4.0e-58 

118 

93 

(AF072536) H-protein promoter binding factor-l [Arabidopsis 
thaliana] 



Seq. No. 



167745 



22678 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-04 6-P1-K1-H11 

BLASTN 

g3449327 

340 

O.Oe+00 • 

379 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCA23, complete sequence [Arabidopsis thaliana] 



PI clone: 



167746 

LIB3234-04 6-P1-K1-H12 

BLASTX 

g3395441 

431 

l.Oe-42 

110 

75 

{AC004 683) unknown protein [Arabidopsis thaliana] 



167747 

LIB3234-046-P1-K1-H2 

BLASTX 

g4204298 

540 

2.0e-55 

112 

92 

(AC003027 ) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167748 

LIB3234-04 6-P1-K1-H3 

BLASTN 

g4519187 

115 

5, Oe-58 

315 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone 
K1G2, complete sequence 

167749 

LIB3234-046-P1-K1-H4 

BLASTX 

gl628583 

674 

4.0e-71 

129 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



167750 

LIB3234-04 6-P1-K1-H5 
BLASTN 



22679 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3510339 
400 

O.Oe+00 

400 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167751 

LIB3234-04 6-P1-K1-H6 

BLASTN 

g3241927 

227 

l.Oe-125 

271 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MTE17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ 

Match length 

% identity 

NCBI Description 



167752 

LIB3234-04 6-P1-K1-H8 

BLASTX 

g4490330 

558 

l.Oe-57 
128 
87 

{AL035656) 
thaliana] 



splicing factor-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167753 

LIB3234-04 6-P1-K1-H9 

BLASTN 

gl313927 

45 

4.0e-16 

168 

83 

B.oleracea mRNA for IFA binding protein (splO) ' 
167754 

LIB3234-047-P1-K1-A1 

BLASTN 

g3241926 

85 

2.0e-40 

157 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSG15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167755 

LIB3234-047-P1-K1-A10 

BLASTN 

g4757414 

322 

O.Oe+00 



22680 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID ^ 

Method:- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



354 
98 

Arabidopsis thaliana genomic DNA, 
MYF24, complete sequence 



chromosome 3, PI clone: 



167756 

LIB3234-047-P1-K1-A2 

BLASTX 

gl352663 

478 

4 .Oe-48 

91 

99 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-3 CATALYTIC 

SUBUNIT >gi_1076388_pir S52659 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 3 - Arabidopsis thaliana 
>gi_466441 {M96841) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] 

>gi_4559341_gb_AAD23003. 1_AC007087_22 (AC007087) 
serine/threonine protein phosphatase PP2A-3 catalytic 
subunit [Arabidopsis thaliana] 

>gi_4567320_gb_AAD23731. 1_AC005956_20 (AC005956) 
serine/threonine protein phosphatase [Arabidopsis thaliana] 

167757 

LIB3234-047-P1-K1-A4 

BLASTX ■ 

gl084351 

155 

9.0e-15 

83 

58 

napin - rape >gi_468018 (U04943) napin [Brassica napus] 
>gi_468020 (U04944) napin [Brassica napus] 

167758 

LIB3234-047-P1-K1-A5 

BLASTX 

gl903360 

184 

8.0e-14 

76 

54 

{AC000104) Similar to Arabidopsis 2A6 (gb_X83096) . EST 
gb_T76913 comes from this gene. [Arabidopsis thaliana] 

167759 

LIB3234-047-P1-K1-A6 

BLASTX 

g3687228 

504 

5.0e-51 
112 

95 1^ ' : 

(AC005169) putative malate dehydrogenase [Arabidopsis 
thaliana] 



22681 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167760 

LIB3234-047-P1-K1-A7 

BLASTN 

g3236234 

35 

3.0e-10 

122 

82 

Arabidopsis thaliana chromosome II BAG F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167761 

LIB3234-047-P1-K1-A9 

BLASTX 

g2583125 

52 

5.0e-55 

118 

96 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167762 

LIB3234-047-P1-K1-B1 

BLASTN 

g2351062 ' 

404 

O.Oe+00 

412 , 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAH20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167763 

LIB3234-047-P1-K1-B10 

BLASTN 

g4544435 

184 

4..0e-99 

333 

96 

Arabidopsis thaliana chromosome II BAG F14M13 genomic 
sequence, complete sequence 

167764 

LIB3234-047-P1-K1-B11 

BLASTN 

g4519195 

68 

8.0e-30 

172 

45 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MQC12, complete sequence 



Seq. No. 
Seq. ID 



167765 

LIB3234-047-P1-K1-B12 



22682 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3786005 

372 

8.0e-36 
87 

63 ' 

(AC0054 99) putative phosphoethanolamine 
cytidylyltransf erase [Arabidopsis thaliana] 

167766 

LIB3234-047-P1-K1-B2 

BLASTX 

gll68972 

258 

2.0e-22 

56 

95 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA 

PRECURSOR >gi_480969_pir S37557 clpA protein - rape 

(fragment) >gi_406311_einb_CAA53077_ (X75328) clpA [Brassica 
napus] 

167767 

LIB3234-047-P1-K1-B3 

BLASTN 

g3212102 

297 

l.Oe-166 

373 

100 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

167768 

LIB3234-047-P1-K1-B4 

BLASTX 

gl20675 

450 

6.0e-45 

89 

94 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



167769 

LIB3234-047-P1-K1-B5 

BLASTX 

g3335169 

533 

l.Oe-54 

119 

83 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520. 1_ (AL035440) embryo-specific 



22683 



protein 1 (ATSl) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167770 

LIB3234-047-P1-K1-B6 

BLASTX 

g2160133 

287 

9.0e-26 

119 

54 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23.3, F19K23.15. ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167771 

LIB3234-047-P1-K1-B8 

BLASTX 

g3377797 

477 

5.0e-48 

121 

77 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A, -thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167772 

LIB3234-047-P1-K1-C10 

BLASTX 

gl216389 

510 

4 .Oe-52 

95 

99 

(U39289) myrosinase-associated protein [Brassica napus] 

>gi_1589009_prf 22094 32A myrosinase-associated 

protein: IS0TYPE=5 [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167773 

LIB3234-047-P1-K1-C12 

BLASTX 

g4204298 

572 

3.0e-59 

127 

85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167774 

LIB3234-047-P1-K1-C2 

BLASTX 

g4510383 

421 



22684 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-41 

111 

76 

(AC007017) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167775 

LIB3234-047-P1-K1-C3 

BLASTN 

g3327922 

119 

3.0e-60 

388 

98 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167776 

LIB3234-047-P1-K1-C5 

BLASTX 

g2160158 

466 

9.0e-47 

109 

83 

(AC000132) Similar to elongation factor 1-gamma 
{gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

167777 

LIB3234-047-P1-K1-C7 

BLASTX 

g2924779 

277 

6.0e-25 

84 

69 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

167778 

LIB3234-047-P1-K1-D1 

BLASTN 

g3449313 

75 

5.0e-34 

226 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21P3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



167779 

LIB3234-047-P1-K1-D11 

BLASTX 

g228416 



22685 



BLAST score 

E value 

Match length 

% identity 

NCBI ;bescription 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



478 

3.0e-48 

118 * . 

87 

oleosin [Brassica napus] 
167780 

LIB3234-047-P1-K1-D12 

BLASTX 

g3269286 

498 

l.Oe-50 

120 

89 

(AL030978) putative protein [Arabidopsis thaliana] 
167781 

LIB3234-047-P1-K1-D3 

BLASTX 

gl864017 

521 

3.0e-53 
100 

99 - 
(D63396) elongation factor-1 alpha [Nicotiana tabacum] 

167782 

LIB3234-047-P1-K1-D4 

BLASTX 

g2118220 

405 

l.Oe-39 

97 

56 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-Pl) - Arabidopsis thaliana >gi_926929 {L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
IcDa proteolipid [Arabidopsis thaliana] 
>gi_3096941__eiTib_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb__CAB38812. 1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi__4589976_gb_AAD26493.1_AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 

167783 

LIB3234-047-P1-K1-D6 

BLASTX 

gl345973 

311 

7.0e-29 
61 

97 - • . 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 oniega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi__408483 {L22931) 



22686 



omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ {D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty .acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167784 

LIB3234-047-P1-K1-D7 

BLASTX 

g544134 

261 

l.Oe-22 

90 

51 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRTIOO PRECURSOR 

>gi_99720_pir S22863 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir ^A4 6260 RecA functional analog 

DRTIOO - Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167785 

LIB3234-047-P1-K1-D8 

BLASTX 

g2199574 

560 

9.0e-58 

106 

99 

(AF004293) aquaporin [Brassica rapa] 
167786 

LIB3234-047-P1-K1-E1 

BLASTN 

g3449312 

286 

l.Oe-160 

337 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167787 

LIB3234-047-P1-K1-E10 

BLASTN 

g4589439 

344 

O.Oe+00 

348 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQMl, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167788 

LIB3234-047-P1-K1-E11 

BLASTX 

gll5767 

568 



22687 



E value 


y . Ue-oy 


Match length 


110 


% identity 


9o 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 


(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 




a/b-binding protein abl65 - Arabidopsis thaliana 




>gi Idodo eiTiD CAAz/o4U (XOoyO/) chlorophyll a/b binding 




protein (LHCP AB 65) [Arabidopsis thaliana] 




>gi \b51l emb CAA^/o41 (XOoyOo) chlorophyll a/b binding 




-n.a<>>i^.i>Aj« /TllOTi AO lOrt\ r7\wA'W.'J>jAM.A'^A ^.WaI-IaMaI 

protein (LHCP AB loU) [Arabidopsis thaliana] 


beq. NO. 


lb/ /by 


O /-i T Pi 

beq. iu 




Method 


OTA rp V 

BLASTX 




-_-7 o no c T 

g /z yoo / 


Djjiio i scoire 


1 / u 


E value 


3.0e-12 


Match length 


87 


% Identity 


"3 Q 


NCBI Description 


SERINE/THREONINE-PKOTEIN KINASE IREl PRECURSOR 




>gi 539088 pir A4/541 protein kinase IREl (EC 2.7.1.-) 




precursor - yeast (Saccharomyces cerevisiae) >gi_393281 




(L19640) ERNl [Saccharomyces cerevisiae] 


Seq. No. 


1^7790 


Seq. ID 


LIBJzo4-U4 /-rl-Kl-E4 


Method 


BLASTN 


NCBI GI 


g2454183 


BLAST score 


60 


E value 


4 . 0e-z5 


Match length 


124 


% identity 


87 


NCBI Description 


Arabidopsis thaliana pyruvate dehydrogenase El beta subunit 




inRNA, nuclear gene encoding plastid protein, complete cds 


Seq. No. 


lb/ / yi 


Seq. ID 


LIB3234-047-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4586109 


BLAST score 


iby 


E value 


5.0e-12 


Match length 


4 1 


% Identity 


/ i 


NCBI Description 


(AL049638) putative protein [Arabidopsis thaliana] 


Seq. No. 


lb / / yz 


Seq. ID 


LIB3z34-U47-P1-K1-Ed 


Method 


BLASTX 


NCBI GI 


g3335171 


oLAbi score 


o4 y 


tj vaiue 


c. . ue 0 D 


Match length 


121 


% identity 


87 


NCBI Description 


(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 


Seq. No. 


167793 


Seq. ID 


LIB3234-04 7-P1-K1-E7 



22688 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3924596 

212 

5.0e-17 

106 

43 

(AF069442) 



putative phospho-ser/thr phosphatase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



J4-047-P1-K1-E8 

10 

JO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167794 
LIB323^ 
BLASTN 
g30404( 
152 

5.0e-8( 
172 
97 

Alnus incana chloroplast 23S ribosomal RNA {23S rRNA) gene 
167795 

LIB3234-047-P1-K1-F1 

BLASTX 

gl345973 

285 * < 

l.Oe-25 

62 

90 

OMEGA-3 FATTY ACID DESATUE^SE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 oinega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ {D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167796 

LIB3234-047-P1-K1-F10 

BLASTX 

g3047082 

143 

4.0e-19 

104 

50 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor {GB:X99348) [Arabidopsis thaliana] 

167797 

LIB3234-047-P1-K1-F11 

BLASTN 

g4589428 

187 

l.Oe-101 

378 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



22689 



MFH8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167798 

LIB3234-047-P1-K1-F12 

BLASTX 

g3132471 

192 

9.0e-42 

91 

99 

(AC003096) putative protein 
thaliana] 



phosphatase 2C [Arabidopsis 



167799 

LIB3234-047-P1-K1-F2 

BLASTX 

g4115387 

365 

6.0e-35 

71 

100 

{AC005967) putative NADP-dependent 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] 

167800 

LIB3234-047-P1-K1-F3 

BLASTN 

g3869063 

346 

O.Oe+00 

374 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17022, complete sequence [Arabidopsis thaliana] 

167801 

LIB3234-047-P1-K1-F4 

BLASTX 

g625977 

534 

l.Oe-54 

107 

96 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
{U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 

167802 

LIB3234-047-P1-K1-F5 

BLASTX 

g2586127 

253 

8.0e-22 

99 

51 

(U89510) b-keto acyl reductase [Hordeum vulgare] 



•^22690 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167803 

LIB3234-047-P1-K1-F6 

BLASTX 

g3335171 

555 

3.0e-57 

122 

88 

(AF067858) embryo-specific protein 3 
167804 

LIB3234-047-P1-K1-F8 

BLASTX 

g4038039 

294 

l.Oe-26 
72 
79 

{AC005936) 
thaliana] 



[Arabidopsis thaliana] 



putative proteinase inhibitor II [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167805 

LIB3234-04 7-P1-K1-G10 

BLASTN ' 

g4538990 

84 

l.Oe-39 

183 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



T5L19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167806 

LIB3234-047-P1-K1-G12 

BLASTN 

g3449312 

261 

l.Oe-145 

342 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167807 

LIB3234-047-P1-K1-G2 

BLASTX 

g2894574 

495 

3.0e-50 

96 

98 

(AL021890) peroxidase prxrl 
>gi_2961341_emb_CAA18099, 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



Seq. No. 



167808 



22691 



Seq. ID 
Method 
NCBI GI 
BLAST score 
•E value 
Match length 
% identity 
NCBI Description 



LIB3234-047-P1-K1-G3 

BLASTX 

gll8926 

276 

l.Oe-24 

100 

53 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 {M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167809 

LIB3234-047-P1-K1-G4 

BLASTX 

g4512619 

484 

7.0e-49 

101 

95 

{AC0047 93) This gene is a member of the formyl transferase 
family PF_00551 and may be a pseudogene of gb_X74767 
phosphoribosylglycinamide formyl transferase {PUR3) from 
Arabidopsis thaliana since our sequence differs from 
PUR3... >gi_4753662_emb_CAA5277 9.2_ (X74767) 
phosphoribosylglycinamide formyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167810 

LIB3234-047-P1-K1-G7 

BLASTN 

g3150396 

196 

l.Oe-106 

258 

94 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167811 

LIB3234-047-P1-K1-H12 

BLASTX 

g82200 

343 

2.0e-32 

131 

69 

hypothetical protein 1244 
167812 

LIB3234-047-P1-K1-H4 

BLASTN 

g4512656 

159 

4.0e-84 



- common tobacco chloroplast 



22692 



Match length 

% identity 

NCBI Description , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314 
88 

Arabidopsis thaliana chromosome LI BAC F7D19 genomic 
sequence, complete sequence 

167813 

LIB3234-047-P1-K1-H5 

BLASTN 

g3510347 

53 

7.0e-21 

113 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI .clone: 
MSJll, complete sequence [Arabidopsis thaliana] 

167814 

LIB3234-047-P1-K1-H6 

BLASTN 

g4757414 

390 

O.Oe+00 

402 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

167815 

LIB3234-047-P1-K1-H7 

BLASTX 

g2292907 

246 

3.0e-21 

87 

31 

(Y10099) P-glycoprotein homologue [Hordeum vulgare] 
167816 

LIB3234-047-P1-K1-H9 

BLASTX 

g2655008 

377 

2.0e-36 

118 

56 

(AF017144) ( 1-4 ) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 

167817 

LIB3234-048-P1-K1-A1 

BLASTX 

g3335169 

186 

6.0e-57 

123 

89 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 



22693 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4 4 55197_emb_CAB36520. 1_ (AL035440) embryo-specif ic 
protein 1 (ATSl) [Arabidopsis thaliana] 

167818 

LIB3234-048-P1-K1-A11 

BLASTX 

gl216389 

123 

2.0e-56 

114 

97 

(U39289) myrosinase-associated protein [Brassica napus] 

>gi_1589009_prf 22094 32A myrosinase-associated 

protein: IS0TYPE=5 [Brassica napus] 

167819 

LIB3234-04 8-P1-K1-A12 

BLASTN 

g4335711 

44 

l.Oe-15 

146 

85 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167820 

LIB3234-04 8-P1-K1-A2 

BLASTN 

g2160132 

186 

l.Oe-100 

314 

92 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

167821 

LIB3234-04 8-P1-K1-A4 

BLASTN 

g2583106 

173 

2.0e-92 

357 

99 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167822 

LIB3234-048-P1-K1-A5 

BLASTX 

g3135264 

332 

4,0e-31 

116 

61 

(AC003058) unknown protein [Arabidopsis thaliana] 



22694 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167823 

LIB3234-048-P1-K1-A6 

BLASTX 

gll4649 

313 

7.0e-29 

81 

85 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 
>gi__67899_pir_LWLVA H+-transporting ATP synthase (EC 
3.6.1.34) lipid-binding protein - liverwort (Marchantia 
polymorpha) chloroplast >gi_11653_emb_CAA28066 (X04465) 
atpH [Marchantia polymorpha] ~ 

167824 

LIB3234-04 8-P1-K1-A7 

BLASTX 

g485514 

151 

8.0e-10 

53 

51 

ADRll-2 protein - soybean (fragment) 

>gi_29644 3_emb_CAA4 9341_ (X69640) auxin down regulated 
[Glycine max] 

167825 

LIB3234-048-P1-K1-B1 

BLASTX 

g2618688 

386 

2.0e-37 

118 

69 

(AC002510) putative esterase D [Arabidopsis thaliana] 
167826 

LIB3234-048-P1-K1-B10 

BLASTX 

g3036810 

219 

7.0e-18 

62 

65 

(AL022373) putative Myc-type transcription factor 
[Arabidopsis thaliana] 

167827 

LIB3234-048-P1-K1-B11 

BLASTN 

g2264321 

65 

4.0e-28 

348 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



22695 



MXM12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167828 

LIB3234-048-P1-K1-B2 

BLASTX 

g2623962 

396 

2.0e-38 

81 

94 

(Y12540) isocitrate dehydrogenase {NADP+) 
graveolens] 



[Apium 



167829 

LIB3234-048-P1-K1-B3 

BLASTX 

gl36636 

316 

4.0e-29 

59 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conj ugating enzyme UBCl - 

Arabidopsis thaliana >gi_4 42594_pdb_lAAK_ Ubiquitin 
Conjuga[ting Enzyme (E .C . 6 . 3 . 2 . 19) >gi_298 1894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

167830 

LIB3234-04 8-P1-K1-B4 

BLASTN 

g3327922 

67 

3,0e-29 

348 

91 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167831 

LIB3234-048-P1-K1-B5 

BLASTX 

gl526424 

4 62 

2.0e-46 

105 

88 

(D64140) LEA protein in group 3 [Arabidopsis thaliana] 
167832 

LIB3234-048-P1-K1-B6 

BLASTN 

g4510338 

358 



22696 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



O.Oe+00 

370 

99 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

167833 * ' 

LIB3234-048-P1-K1-B7 

BLASTX 

gl209258 

302 

l.Oe-27 

76 

79 

{L31937) protease inhibitor II [Brassica rapa] 
167834 

LIB3234-048-P1-K1-B8 

BLASTX 

gl29082 

355 

8.0e-34 

114 

69 

OLEOSIN BN-III'>gi_^816'92_pir S22475 oleosin BN-III - rape 

>gi_17839_emb_CAA4 3941_ {X61937) oleosin BN-III [Brassica 
napus] >gi_742387_prf 2009397A oleosin [Brassica napus] 

167835 

LIB3234-048-P1-K1-B9 

BLASTX 

g3193308 

336 

l.Oe-31 

118 

64 

(AF069300) similar to Medicago truncatula 
[Arabidopsis thaliana] 



MtN2 (GB:Y15293) 



167836 

LIB3234-048-P1-K1-C1 

BLASTX 

gl363488 

340 

6.0e-32 

68 

99 

IAA8 protein - Arabidopsis thaliana >gi_972919 {U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 

167837 

LIB3234-048-P1-K1-C10 

BLASTX 

gll2741 

207 



22697 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-25 

72 

82 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 {M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846. 1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

167838 

LIB3234-04 8-P1-K1-C11 

BLASTX 

g2956690 

296 

7.0e-27 

89 

75 

(AJ223306) 
(AF079800) 



PSBY [Arabidopsis thaliana] >gi_3414 928 
PsbY precursor [Arabidopsis thaliana] 



167839 

LIB3234-048-P1-K1-C12 

BLASTN 

g4220633 

70 

5.0e-31 

156 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 



TAC clone: 



167840 

LIB3234-048-P1-K1-C2 

BLASTX 

g543841 

523 

2.0e-53 

102 

99 

ADP-RIBOSYLATION FACTOR 1 >gi_322518__pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
{M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

167841 

LIB3234-04 8-P1-K1-C4 

BLASTN 

g2558511 

103 

9.0e-51 

107 

99 

Arabidopsis thaliana mRNA for proton pump interactor, 



22698 



partial 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167842 

LIB3234-048-P1-K1-C5 

BLASTN 

g3046856 

308 

l.Oe-173 

371 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 

167843 

LIB3234-048-P1-K1-C6 

BLASTX 

gl36739 

602 

9.0e-63 

124 

95 

UTP— GLUCOSE-l-PHOSPHATE URIDYLYLTRANSFEE^SE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

167844 

LIB3234-04 8-P1-K1-C8 

BLASTX 

g2129648 

532 

l.Oe-54 

98 

100 

MYB-related protein 33, 3K - Arabidopsis thaliana 
>gi_1263095_emb_CAA90809_ (Z54136) MYB-related protein 
[Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



167845 

LIB3234-048-P1-K1-D10 
BLASTX 
g2129670 
229 

l.Oe-22 
103 
61 

NCBI Description phosphoinositide-specif ic phospholipase C - Arabidopsis 

thaliana >gi_857374_dbj_BAA09432_ (D50804) phosphoinositide 
specific phospholipase C [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167846 

LIB3234-048-P1-K1-D11 

BLASTN 

g3420043 

319 

l.Oe-179 



22699 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



319 
100 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167847 

LIB3234-048-P1-K1-D2 

BLASTX 

gll2682 

571 

4.0e-59 

122 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167848 

LIB3234-048-P1-K1-D3 

BLASTX 

g4204298 

465 • 

l.Oe-46 

120 

7-2 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

167849 

LIB3234-048-P1-K1-D4 

BLASTN 

g2828187 

96 

l.Oe-46 

236 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21C13, complete sequence [Arabidopsis thaliana] 

167850 

LIB3234-048-P1-K1-D5 

BLASTX 

g82201 

214 

3.0e-17 

104 

36 

hypothetical protein 131 - common tobacco chloroplast 
>gi_11879_emb_CAA77392_ (Z00044) hypothetical protein 
[Nicotiana tabacum] >gi_1223680_emb_CAA77401_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_22524 9_prf_1211235CH ORF 131 [Nicotiana tabacum] 

167851 

LIB3234-048-P1-K1-D6 



22700 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4558674 

134 

3.0e-69 

265 

92 

Arabidopsis thaliana chromosome II BAG F7B19 genomic 
sequence, complete sequence 

167852 

LIB3234-048-P1-K1-D8 

BLASTX 

gl29083 

166 

l.Oe-11 

78 

50 

OLEOSIN BN-V >gi_280390_pir S25089 oleosin Bn-V - rape 

(fragment) >gi_808944_emb_CAA4 5313_ {X63779) oleosin BN-V 
[Brassica napus] 

167853 

LIB3234-048-P1-K1-D9 

BLASTX 

g4588906 

387 

l.Oe-37 

98 

77 

(AF118149) ribosomal protein S7 [Secale cereale] 
167854 

LIB3234-048-P1-K1-E1 

BLASTX 

g4185511 

459 

5.0e-46 

102 

83 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



167855 

LIB3234-048-P1-K1-E10 

BLASTX 

gl076331 

632 

3.0e-66 

116 

100 

histidine transport protein - Arabidopsis thaliana 
>gi_510238_emb_CAA54 634_ (X77503) oligopeptide transporter 

1-1 [Arabidopsis thaliana] >gi_74 4157_prf 2014244A His 

transporter [Arabidopsis thaliana] 

167856 

LIB3234-048-P1-K1-E11 



22701 





Method 


BLASTX 




NCBI GI 


g2446981 




BLAST score 


496 




E value 


2.0e-50 




Match length 


96 




% identity 


98 




NCBI Description 


(AB005560) AtGDI2 [Arabidopsis thaliana] 






>gi 2569936 emb_CAA04727_ {AJ001397) GDI2 [Arabidopsis 






thaliana] 




Seq. No. 


167857 




Seq. ID 


LIB3234-048-P1-K1-E12 




Method 


BLASTX 




NCBI GI 


g951453 




BLAST score 


300 




E value 


2.0e-27 




Match length 


121 




% identity 


52 




NCBI Description 


(M95746) initiation factor {iso)4f p82 subunit [Triticum 






aestivum] 


i ! 

I _ ^ } 


Seq. No. 


167858 




Seq. ID 


LIB3234-048-P1-K1-E2 




Method 


BLASTN ^■ 




NCBI GI 


g3256065 




BLAST score 


273 




E value 


l.Oe-152 


Q 


Match length 


313 




% identity 


97 


y = 


NCBI Description 


Arabidopsis thaliana itiRNA for chloroplast "NAD-dependent 






malate dehydrogenase 


y: 


Seq. No. * 


167859 




Seq. TD' 


LIB3234-048-P1-K1-E3 




Method 


BLASTX 


O 


NCBI GI . . 


g3372645 


o 


BLAST "score • 


. 350 




E value//- 


3.0e-33 




Match length 


119. 




% identity 


49 




NCBI Description 


(AF060491) cinnamyl alcohol dehydrogenase [Pinus radiata] 




Seq. No. 


167860 




Seq. ID 


LIB3234-048-P1-K1-E4 




Method 


BLASTX 




NCBI GI 


gl29082 




BLAST score 


364 




E value 


8.0e-35 




Match length 


115 




% identity 


70 




NCBI Description 


OLEOSIN BN-III >gi 81692 pir S22475 oleosin BN-III - rape 






>gi_17839_einb__CAA43941_ (X61937) oleosin BN-III [Brassica 






napus] >gi 742387 prf 2009397A oleosin [Brassica napus] 




Seq. No. 


167861 




Seq. ID 


LIB3234-048-P1-K1-E6 




Method 


BLASTX 



22702 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



gl29082 
374 

6.0e-36 

117 

71 

OLEOSIN BN-III >gi_81692_pir S22475 oleosin BN-III - rape 

>gi_17839_emb_CAA43941_ (X61937) oleosin BN-III [Brassica 
napus] >gi_742387_prf 2009397A oleosin [Brassica napus] 

167862 

LIB3234-048-P1-K1-E7 

BLASTX 

g3461848 

540 

2.0e-55 

121 

89 

(AC005315) putative ATPase [Arabidopsis thaliana] 
167863 

LIB3234-048-P1-K1-F10 

BLASTN 

g511598 

368 

O.Oe+00 

368 

28 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 

167864 

LIB3234-04 8-P1-K1-F11 

BLASTX 

gll2746 

378 

2.0e-36 

101 

74 

NAPIN B PRECURSOR (1.7S SEED STORAGE PROTEIN) 
>gi_99818__pir S15382 napin napB - rape 

>gi_17835_emb_CAA41150_ {X58142) napin [Brassica napus] 
167865 

LIB3234-048-P1-K1-F12 

BLASTX 

g2149640 

632 

3.0e-66 

122 

99 

(U91995) Argonaute protein [Arabidopsis thaliana] 
167866 

LIB3234-04 8-P1-K1-F2 

BLASTX 

g4006888 

208 



22703 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-16 

82 

50 

(Z99708) putative protein [Arabidopsis thaliana] 
167867 

LIB3234-048-P1-K1-F4 

BLASTN 

g600854 

72 

3.0e-32 

130 

96 

Arabidopsis thaliana bZIP protein mRNA, complete cds 
167868 

LIB3234-048-P1-K1-F5 

BLASTX 

gll2742 

113 

l.Oe-39 

111 

77 

NAPIN PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81687_pir S10018 napin (clone BngNAPl) - rape 

>gi_1084352_pir S52027 napin - rape 

>gi_17833_emb_CAA35580_ (X17542) napin (AA 1-180) [Brassica 
napus] >gi_468022 (U04945) napin [Brassica napus] 

167869 

LIB3234-048-P1-K1-F6 

BLASTN 

g557693 

248 

l.Oe-137 

252 

100 

Arabidopsis thaliana Columbia GTP binding protein beta 
subunit (AGBl ) mRNA, complete cds 

167870 

LIB3234-048-P1-K1-F7 

BLASTX 

g266693 

543 

7.0e-56 

120 

90 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167871 

LIB3234-048-P1-K1-F8 

BLASTN 

g2564044 



22704 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.^ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

5.0e-43 

232 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone.: 
K19P17, complete sequence [Arabidopsis thaliana] - 

167872 

LIB3234-048-P1-K1-F9 

BLASTX 

g4507311 

199 

2.0e-15 

103 

38 

suppressor of Ty (S . cerevisiae) 4 homolog 1 
>gi_3122873_sp_Q16550_SPT4_HUMAN TRANSCRIPTION INITIATION 
PROTEIN SPT4 HOMOLOG 1 >gi_1209779 (U43923) similar to 
Saccharomyces cerevisiae Spt4; protein has potential 
N-terminal zinc-finger [Homo sapiens] >gi_1401053 {U38818) 
SUPT4H [Homo, sapiens] >gi_1401055 (U38817) SUPT4H [Homo 
sapiens] >gi_1401066 (U43154) Supt4h [Mus musculus] 
>gi_3779194 (U96809) chromatin structural protein homolog 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167873 

LIB3234-048-P1-K1-G1 

BLASTX 

gl34025 

446 

2.0e-44 

110 

81 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70913_pir R3NT8 

ribosomal protein S8 - common tobacco chloroplast 
>gi_118 63_emb_CAA77378_ (Z00044) ribosomal protein S8 

[Nicotiana tabacum] >gi_225232_prf 1211235BP ribosomal 

protein S8 [Nicotiana tabacum] 

167874 

LIB3234-04 8-P1-K1-G10 

BLASTX 

gl707857 

484 

6.0e-49 

120 

75 

(Y09291) obtusifoliol 14-alpha-demethylase [Triticum 
aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167875 

LIB3234-048-P1-K1-G12 

BLASTX 

g2384671 

302 

9.0e-36 
88 



22705 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



88 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

167876 

LIB3234-048-P1-K1-G2 

BLASTN 

g3659491 

193 

l.Oe-104 

315 

99 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

167877 

LIB3234-048-P1-K1-G3 

BLASTX 

gll2681 

264 

4.0e-23 

95 

56 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 {M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

167878 

LIB3234-048-P1-K1-G5 

BLASTX 

g421826 

529 

4.0e-54 

124 

81 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

167879 

LIB3234-048-P1-K1-G6 

BLASTX 

g421826 

271 

6.0e-24 

95 

59 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

'167880 

LIB3234-048-P1-K1-G9 

BLASTX 

g2982437 



22706 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200 

6.0e-26 
101 

67 - ' 

(AL022224) terpene cyclase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167881 

LIB3234-048-P1-K1-H2 

BLASTX 

gl706256 

351 

2.0e-33 

108 

61 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE 10 (PPIASE) (ROTAMASE) 
(CYCLOPHILIN-10) >gi_733577 (U23453) similar to 
peptidyl-prolyl cis-trans isomerase (PPIASE) (CYCLOPHILIN) 
[Caenorhabditis elegans] >gi_1155225 (U34954) cyclophilin 
isoform 10 [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167882 

LIB3234-048-P1-K1-H3 

BLASTX 

g2252857 

315 

4.0e-29 

101 

68 

(AF013294) similar to acidic ribosomal protein pi 
[Arabidopsis thaliana] 

167883 

LIB3234-048-P1-K1-H4 

BLASTX 

gl628583 

567 

l.Oe-58 

113 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167884 

LIB3234-04 9-P1-K1-A1 

BLASTX 

gl352463 

452 

4.0e-45 

109 

83 

MYO-INOSITOL-l-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 



167885 



22707 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-04 9-P1-K1-A10 

BLASTX . • 

g267081 

675 

3.0e-71 

126 

100 

TUBULIN BETA-7 CHAIN >gi_320188_pir JQ1591 tubulin beta-7 

chain - Arabidopsis thaliana >gi_166906 (M84704) beta-7 
tubulin [Arabidopsis thaliana] >gi_3980381 {AC004561) 
tubulin beta-7 chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167886 

LIB3234-04 9-P1-K1-A11 

BLASTX 

g2605714 

465 

l.Oe-46 

113 

82 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167887 

LIB3234-049-P1-K1-A12 

BLASTX 

g4539316 

275 

7.0e-40 

96 

86 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI"" • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167888 

LIB3234-04 9-Pl-kl-A2 

BLASTN 

g4199934- ' 

181 ■ 

3.0e-97 

303 

99 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167889 

LIB3234-049-P1-K1-A3 

BLASTN 

g4206762 

89 

2.0e-42 

257 

94 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 



Seq. No. 



167890 



22708 



Seq. ID 

Method • 

NCBI GI 

BLAST" score 

E value 

Match length 

% "identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-04 9-P1-K1-A4 

BLASTX 

g2829904 

244 

l.Oe-26 

116 

63 

(AC002311) 



Hypothetical protein [Arabidopsis thaliana] 



167891 

LIB3234-04 9-P1-K1-A5 

BLASTX 

gl490554 

93 

4.0e-10 

49 

72 

(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167892 

LIB3234-04 9-P1-K1-A6 

BLASTN 

g633027 

257 

l.Oe-142 

285 

98 

Arabidopsis thaliana mRNA for protein phosphatase 2C 
167893 

LIB3234-04 9-P1-K1-A7 

BLASTX 

gl35858 

408 

5.0e-40 

100 

80 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_44 5128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

167894 

LIB3234-04 9-P1-K1-B12 

BLASTN 

g4584519 

374 

O.Oe+00 

374 

100 

'Arabidopsis thaliana DNA chromosome 4, BAC clone F11C18 
(ESSA project) 



22709 



Seq. No. 


167895 


Seq. ID 


LIB3234-04 9-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2583131 


BLAST score 


141 


E value 


3 . Oe-09 


Match length 


62 


% identity 


52 


NCBI Description 


(AC002387) putative ] 


Seq. No. 


167896 


Seq. ID 


LIB3234-04 9-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g4314374 


BLAST score 


32 


E value 


2.0e-08 


Match length 


326 


% identity 


18 


NCBI Description 


Arabidopsis thaliana 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167897 

LIB3234-049-P1-K1-C1 
BLASTN 

g3135250 . - - 
141 

2.0e-73 

343 

96 

Arabidopsis thaliana chromosome II BAG F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167898 

LIB3234-04 9-P1-K1-C10 

BLASTN 

g2618683 

91 

1..0e-4 3 

323 

88 

Arabidopsis thaliana chromosome II BAG T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167899 

LIB3234-049-P1-K1-C11 

BLASTX 

g267082 

145 

6.0e-27 

121 

60 

TUBULIN BETA-8 CHAIN >gi_320189_pir JQ1592 tubulin beta 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



167900 

LIB3234-04 9-P1-K1-C2 



22710 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4538906 

452 

3.0e-45 

91 

97 

{AL049482) choline kinase GmCK2p-like protein [Arabidopsis 
thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167901 

LIB3234-04 9-P1-K1-C3 

BLASTX 

g4538906 

250 

2.0e-21 

101 

58 

{AL049482) choline kinase GmCK2p-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167902 

LIB3234-04 9-P1-K1-C5 
BLASTX 

g4417310 ... " 

593 

l.Oe-61 

130 

88 

(AC006446) putative Athila retroelement ORFl protein 
[Arabidopsis thaliana] 

167903 

LIB3234-04 9-P1-K1-C7 

BLASTN 

g4760411 

344 

O.Oe+00 

367 

89 

Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 

167904 

LIB3234-04 9-P1-K1-C8 

BLASTN 

g436919 

268 

l.Oe-149 

268 

100 

Arabidopsis thaliana Landsburg lipoxygenase 1 gene, 
complete cds 

167905 

LIB3234-04 9-P1-K1-C9 

BLASTN 

g4006885 



22711 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

8.0e-38 ■ 

202 

92 

Arabidopsis thaliana' DNA chromosome 4, ESSA I AP2 contig 
fragment No . 

167906 

LIB3234-04 9-P1-K1-D1 

BLASTX 

g226120 

222 

3.0e-18 

122 

39 

vicilin gene B [Saguinus oedipus] 
167907 

LIB3234-04 9-P1-K1-D10 

BLASTX 

gl531762 

195 

5.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167908 

LIB3234-04 9-P1-K1-D11 

BLASTX 

gll2740 

260 

l.Oe-22 

115 

51 

NAPIN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir ^A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167909 

LIB3234-04 9-P1-K1-D12 

BLASTX 

gll69598 

369 

2.0e-35 

81 

85 

OMEGA-6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



167910 

LIB3234-049-P1-K1- 

BLASTX 

g629500 



D2 



22712 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID* 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



585 

l.Oe-60 

107 ' . 

100 

l-aminocyclopropane-l-carboxylate synthase (EC 4.4.1.14) 
Arabidopsis thaliana >gi_166578 (M95594) 
1-aiuinocyclopropane-l-carboxylate synthase [Arabidopsis 
thaliana] 

167911 

LIB3234-04 9-P1-K1-D3 

BLASTN 

g2244788 

320 

l.Oe-180 

386 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

167912 

LIB3234-04 9-P1-K1-D4 

BLASTX 

g3287693 

304 • 

9.0e-28 

81 ^. . • 

70 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167913 

LIB3234-04 9-P1-K1-D5 

BLASTX 

gl345973 

474 

l.Oe-47 

104 

83 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091___dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid- desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167914 

LIB3234-04 9-P1-K1-D6 

BLASTX 

g2827002 

479 

3.0e-48 
116 



22713 



% identity 

NCBI Description 

S'eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(AF005993) HSP70 [Triticum aestivum] 
167915 

LIB3234-04 9-P1-K1-D7 

BLASTN 

g2465924 

359 

O.Oe+00 

382 

98 

Arabidopsis thaliana receptor-like serine/threonine kinase 
(RKF2) rtiRNA, complete cds 





Seq. No. 


167916 




Seq. ID 


LIB3234-04 9-P1-K1-D8 




Method 


BLASTX 




NCBI GI 


g2652938 




BLAST score 


508 




E value 


l.Oe-51 




Match length 


112 




% identity 


45 




NCBI Description 


(Z47554) orf [Zea mays] 


w 


Seq*. No. 


167917 




Seq. ID 


LIB3234-04 9-P1-K1-D9 




Method 


BLASTX 




NCBI GI 


g4204315 




BLAST score 


682 


ffl 
T=r • 


E value 


4 .Oe-72 


5 


Match length 


128 . 




% identity 


100 


PI 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 


• 


Seq. No. 


167918 


D 


Seq. ID 


LIB3234-04 9-P1-K1-E10 




Method 


BLASTX 




NCBI GI 


gl706749 




BLAST score 


4 95 




E value 


4 .Oe-50 




Match length 


102 




% identity 


99 




NCBI Description 


3-OXOACYL- [ACYL-CARRIER-PROTEIN] SYNTHASE I PRECURSOR 






(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) >gi_780814 (U2' 






3-ketoacyl-acyl carrier protein synthase I [Arabidops: 






thaliana] 




Seq. No. 


167919 




Seq. ID 


LIB3234-04 9-P1-K1-E11 




Method 


BLASTX 




NCBI GI 


g586036 




BLAST score 


593 




E value 


l.Oe-61 




Match length 


130 




% identity 


92 




NCBI Description 


SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 1 (SRP54) 



>gi_629560_pir S42550 signal recognition particle 54K 



22714 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein - Arabidopsis thaliana >gi_304111 (L19997) signal 
recognition particle 54 JcDa subunit [Arabidopsis thaliana] 

167920 

LIB3234-049-P1-K1-E12 -:; ' 

BLASTN 

g3212846 

383 

O.Oe+00 

391 

99 

Arabidopsis thaliana chromosome II BAG F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167921 

LIB3234-049-P1-K1-E3 

BLASTX 

g3128180 

600 

2.0e-62 

126 

91 

{AC004521) citrate synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167922 

LIB3234-04 9-P1-K1-E4 

BLASTN 

g3212846 

352 

O.Oe+00 

380 

98 

Arabidopsis thaliana chromosome II BAG F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167923 

LIB3234-04 9-P1-K1-E5 

BLASTX 

gll69273 

203 

6.0e-16 

116 

42 

DEOXYCYTIDINE KINASE 
deoxycytidine kinase 



(DCK) 
(EC 2. 



>gi 
7.1 



1083283 
"74) - 



mouse 



A55122 



>gi_456677_emb_CAA54787_ (X77731) deoxycytidine kinase [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167924 

LIB3234-04 9-P1-K1-E6 

BLASTN 

g3885325 

178 

8.0e-96 

194 

98 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 



22715 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method. 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167925 

LIB3234-049-P1-K1-E7 

BLASTX 

g3776558 

471 

2.0e-47 

109 

90 

(AC005388) Identical to gb_L14814 DNA for tissue-specific 
acyl carrier protein isoform 2 from A. thaliana. ESTs 
gb_AA597351, gb_T41805, gb_H36871, gb_R30210, gb_AA042549, 
gb_Z4765Q, gb_H76304 and gb_AA597348 come from this gene. 
[Arabidopsi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167926 

LIB3234-04 9-P1-K1-F1 

BLASTX 

g3643610 

532 

2.0e-54 

103 

100 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167927 

LIB3234-049-P1-K1-F11 

BLASTX 

g2493045 

594 

9.0e-62 

120 

98 

ATP SYNTHASE DELTA* CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655484_dbj_BAA13601_ (D88376) delta-prime subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167928 

LIB3234-04 9-P1-K1-F12 

BLASTN 

g2570223 

326 

O.Oe+00 

391 

98 

Arabidopsis thaliana chromosome 1 BAG F20D22 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167929 

LIB3234-04 9-P1-K1-F2 

BLASTN 

g2264318 

368 

O.Oe+00 
376 



22716 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUP24/ complete sequence [Arabidopsis thaliana] 

167 930, 

LIB3234-049-P1-K1-F3 

BLASTX 

g3184283 

575 

l.Oe-59 

128 

91 

{AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 

167931 

LIB3234-049-P1-K1-F4 

BLASTX 

g2098711 

237 

6.0e-20 

129 

41 

(U82976) pectinesterase [Citrus sinensis] 
167932 

LIB3234-04 9-P1-K1-F6 

BLASTX 

g3808062 

164 

6.0e-12 

68 

46 

(AB019195) PVlOO [Cucurbita maxima] 
167933 

LIB3234-04 9-P1-K1-F9 

.BLASTN 

g3298532 

349 

O.Oe+00 

369 

99 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167934 

LIB3234-04 9-P1-K1-G10 

BLASTX 

g4006833 

288 

7.0e-37 

128 

66 

(AC005970) putative reverse transcriptase [Arabidopsis 
thaliana] 



22717 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167935 

LIB3234-049-P1-K1-G11 

BLASTX 

gl66765 

534 

9.0e-55 

102 

100 

(M23106) heat shock protein HSP70-1 



[Arabidopsis thaliana] 



167936 

LIB3234-04 9-P1-K1-G12 

BLASTX 

g3157930 

602 

l.Oe-62 

114 

98 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27 664 from 
Brassica napus . ESTs gb_Z4 8548 and gb_Z4 854 9 come from 
this gene. [Arabidopsis thaliana] 

167937 

LIB3234-04 9-P1-K1-G3 

BLASTN 

g3449321 

58 

7.0e-24 

202 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTGIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



167938 

LIB3234-04 9-P1-K1-G4 

BLASTX 

g3445207 

728 

2,0e-77 

130 

99 

(AC004786) unknown protein [Arabidopsis thaliana] 
167939 

LIB3234-04 9-P1-K1-G5 

BLASTN 

g4092470 

43 

6.0e-15 

71 

90 

Arabidopsis thaliana BAC T24G23 from chromosome IV near 21 
cM, complete sequence [Arabidopsis thaliana] 

167940 

LIB3234-04 9-P1-K1-G8 



22718 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4309730 

502 

5.0e-51 

113 

86 

(AC006439) 
thaliana] 



putative lipid transfer protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



167941 

LIB3234-04 9-P1-K1-G9 

BLASTX 

g4325282 

304 

9.0e-28 

60 

92 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

167942 

LIB3234-04 9-P1-K1-H1 

BLASTX 

g3335169 

335 

l.Oe-31 

63 

97 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520. 1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

167943 

LIB3234-04 9-P1-K1-H10 

BLASTN 

g2924729 

132 

4.0e-68 

286 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNA5, complete sequence [Arabidopsis thaliana] 



167944 

LIB3234-04 9-P1-K1-H12 

BLASTN 

g4455801 

205 

l.Oe-112 

209 

100 

Arabidopsis thaliana prxr3 gene, 
167945 

LIB3234-04 9-P1-K1-H3 
BLASTX 



exons 1-4 



22719 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2583108 
414 

7.0e-41 

100 

85 

(AC002387) putative surface protein [Arabidopsis thaliana] 
167946 

LIB3234-04 9-P1-K1-H4 

BLASTX 

gll2682 

592 

2.0e-61 

125 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167947 

LIB3234-04 9-P1-K1-H5 

BLASTX 

g2160146' 

277 

1..0e-24 

65 

86 

(AC000375) Strong similarity to Arabidopsis 

gb__X91953,F21M12.3,F21M12.1. EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167948 

LIB3234-04 9-P1-K1-H6 

BLASTN 

g4584351 

352 

O.Oe+00 

368 

99 

Arabidopsis thaliana chromosome II BAG T12H3 genomic 
sequence, complete sequence 

167949 

LIB3234-04 9-P1-K1-H7 

BLASTX 

g4650842 

646 

7.0e-68 

128 

96 

(AB026185) elongation factor 2 [Lithospermum erythrorhizon] 
167950 

LIB3234-04 9-P1-K1-H9 
BLASTN 



22720 



NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match - length 

% identity 

NCBI Description 



g2281081 
334 

O.Oe+00 

350 

99 

Arabidopsis thaliana chromosome II BAG F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167951 

LIB3234-050-P1-K1-A10 

BLASTN 

g3402695 

271 

l.Oe-151 

350 

100 

Arabidopsis thaliana chromosome II BAG T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167952 

LIB3234-050-P1-K1-A12 

BLASTN 

g4467094 

366 

O.Oe+00 

370 

100 

Arabidopsis thaliana DNA 
(ESSA project) 



chromosome 4, BAG clone F20D10 



167953 

LIB3234-050-P1-K1-A2 

BLASTX 

gl706186 

280 

5.0e-25 

119 

46 

HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1) 
(CATl) (SYSTEM Y+ BASIC AMINO ACID TRANSPORTER) (ECOTROPIC 
RETROVIRAL LEUKEMIA RECEPTOR) (ERR) (ECOTROPIC RETROVIRUS 

RECEPTOR) >gi_110721_pir ^A32742 murine ecotropic 

retrovirus receptor protein - mouse >gi_532612 {M26687) 
ecotropic retrovirus receptor [Mus musculus] 

167954 

LIB3234-050-P1-K1-A3 

BLASTN 

g4468976 

377 

O.Oe+00 

377 

100 

Arabidopsis . thaliana 
(ESSA project) 



DNA chromosome 4, BAG clone F19F18 



Seq. No. 



167955 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-050-P1-K1-A4 

BLASTX 

g2129753 

632 

3.0e-66 

121 

100 

threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167956 

LIB3234-050-P1-K1-A5 

BLASTN 

g4510360 

373 

O.Oe+00 

373 

100 

Arabidopsis thaliana chromosome II BAG F11F19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method * 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167957 

LIB3234-050-P1-K1-A6 

BLASTN 

g633027 

189 

l.Oe-102 

361 

89 

Arabidopsis thaliana mRNA for protein phosphatase 2C 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167958 

LIB3234-050-P1-K1-A7 

BLASTN 

g3449318 

82 

3.0e-38 

150 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLF18, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. .ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167959 

LIB3234-050-P1-K1-A9 

BLASTX 

g3918 

412 

2.0e-40 

122 

61 

(X58378) mitochondrial elongation factor G [Saccharomyces 
cerevisiae] 



Seq. No. 
Seq. ID 
Method 



167960 

LIB3234-050-P1-K1-B12 
BLASTN 



22722 



NCBI GI 

BLAST score 

E value 

Match lengt5h 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4262221 
279 

l.Oe-156 
370 

99 . 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167961 

LIB3234-050-P1-K1-B2 

BLASTX 

g3808062 

148 

2.0e-09 

61 

46 

{AB019195) PVlOO [Cucurbita maxima] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167962 

LIB3234-050-P1-K1-B4 

BLASTN 

g4199934 

184 

4.0e-99 

343 

100 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

167963 

LIB3234-050-P1-K1-B6 

BLASTX 

g4503269 

190 

2.0e-14 

110 

42 

deoxycytidine kinase >gi_1184 4 7_sp_P27 707_DCK_HUMAN 

DEOXYCYTIDINE KINASE (DCK) >gi_105829_pir A38585 

.deoxycytidine kinase (EC 2.7.1.74) - human >gi_181510 
(M60527) deoxycytidine kinase [Homo sapiens] 

167964 

LIB3234-050-P1-K1-B7 

BLASTN 

g3309276 

170 

l.Oe-90 

272 

99 

Arabidopsis thaliana BAC T26N6 from chromosome IV at 19 
cM, complete sequence 

167965 

LIB3234-050-P1-K1-B8 

BLASTX 

gl592677 



22723 



BLAST score 

E value 

Match- length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descriptipn 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



193 

8.0e-15 

38 

100 

(X91912) LEA7 6 homologue type2 [Arabidopsis thaliana] 
167966 

LIB3234-050-P1-K1-B9 - 

BLASTX 

g2129532 

269 

l.Oe-23 

83* 

66 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA637 4 6__ (X93461) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 

167967 

LIB3234-050-P1-K1-C10 

BLASTN 

g2262155 

229 . - 

l.Oe-126 

289 

97 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

167 968 

LIB3234-050-P1-K1-C12 

BLASTN 

g4432829 

207 

l.Oe-113 

373 

100 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167969 

LIB3234-050-P1-K1-C2 

BLASTX 

g3287691 

165 

2.0e-ll 

65 

55 

(AC003979) Contains similarity to RING zinc finger protein 
gb_X954 55 from Callus gallus. [Arabidopsis thaliana] 

167970 

LIB3234-050-P1-K1-C3 

BLASTN 

g4159712 

371 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

371 . 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

167971 

LIB3234-050-P1-K1-C6 

BLASTN 

g2651294 

305 

l.Oe-171 

377 

100 

Arabidopsis thaliana chromosome II BAC T2P4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167972 

LIB3234-050-P1-K1-C7 

BLASTX 

g4678285 

410 

a.Oe-40 

122 

61 

(AL049660) putative protein [Arab'^idopsis thaliana] 
167973 

LIB3234-050-P1-K1-C9 

BLASTX 

g3335169 

517 

8.0e-53 

121 

77 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

167974 

LIB3234-050-P1-K1-D1 

BLASTN 

g4455348 

370 

O.Oe+00 

370 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T13J8 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167975 

LIB3234-050-P1-K1-D11 

BLASTN 

g4159703 

134 

3.0e-69 
270 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Arabidopsis thaliana genomic DNA, 
K5F14, complete sequence 



chromosome 5, TAC clone: 



167976 

LIB3234-050-P1-K1-D3 
BLASTX .V 
gl617268 
597 

4.0e-62 

122 

90 

{Z72153) acyl CoA synthetase [Brassica napus] 



167977 

LIB3234-050-P1-K1-D4 

BLASTX 

g72827 

157 

l.Oe-10 

63 

13 

IgA Fc receptor precursor 



- Streptococcus agalactiae 



167978 

LIB3234-050-P1-K1-D5 

BLASTX 

g4335752' 

324 

4.0e-30 

104 

56 

(AC006284) putative myb transcription factor-like protein 
[Arabidopsis thaliana] 

167979 

LIB3234-050-P1-K1-D6 

BLASTX 

g3808062 

149 

l.Oe-09 

62 

45 

{AB019195) PVlOO [Cucurbita maxima] 
167980 

LIB3234-050-P1-K1-D7 

BLASTX 

g399091 

485 

5.0e-49 

120 

80 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

{H+-PPASE) >gi_282878_pir ^A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 



22726 



Arabidopsis thaliana >gi_166634 (M81892) vacuolar 
H+-phosphatase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167981 

LIB3234-050-P1-K1-D8 

BLASTX 

g3445209 

518 

6.0e-53 

121 

78 

(AC004786) 
thaliana] 



putative serine carboxypeptidase I [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167982 

LIB3234-050-P1-K1-D9 

BLASTX 

g3603456 

477 

4 .Oe-48 
98 

29 . 

(AF088848) polyubiquitin [Capsicum chinense] 
167983 

LIB3234-050-P1-K1-E10 

BLASTN 

g3482964 

359 

O.Oe+00 

371 

99 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 

167984 

LIB3234-050-P1-K1-E11. 

BLASTN 

g3482964 

177 

6.0e-95 

333 

88 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 

167985 

LIB3234-050-P1-K1-E12 

BLASTN 

g4159708 

360 

O.Oe+00 

372 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E 'value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



167986 

LIB3234-050-P1-K1-E2 

BLASTN 

g4757678 

- 33 

5.0e-09 

96 

90 

Arabidopsis thaliana chromosome I BAG F9H16 genomic 
sequence, complete sequence 

167987 

LIB3234-050-P1-K1-F1 

BLASTX 

gl31297 

674 

3.0e-71 

124 

98 

PHOTOS YSTEM II D2 PROTEIN ( PHOTOS YSTEM Q(A) PROTEIN) 
>gi_72667_pir_F2SPD2 photosystem II protein D2 - spinach 
chloroplast >gi_12280_emb_CAA25863_ (X01724) D2 protein 
[Spinacia oleracea] >gi_473511 (M27308) D2 photosystem II 
protein [Spinacia oleracear>gi_552887 (M36833) 32 Kd-like 
protein [Spinacia oleracea] 

167988 

LIB3234-050-P1-K1-F11 

BLASTX 

gl345973 

425 

5.0e-42 

96 

81 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
>gi_541882_pir_JQ2335 omega-3 fatty acid desaturase (EC 
1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj__BAA04 505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167989 

LIB3234-050-P1-K1-F2 

BLASTX 

g4585972 

284 

2.0e-25 

94 

57 

(AC005287) Putative ATPase [Arabidopsis thaliana] 
167990 

LIB3234-050-P1-K1-F3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

-NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID - 
Method 
NCBI GI 
BLAST score 



gl28733 
270 

8.0e-24 

51 

96 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 
>gi_97653_pir S14968 ndhD-like protein 



>gi_5 8174 8_emb_CAA3 7837 
[Synechocystis sp.] 



{X53842) ndhD-like ORF 



4-LIKE 

Synechocystis sp 



167991 

LIB3234-050-P1-K1-F4 

BLASTX 

g4512673 

332 

4.0e-31 

64 

100 

(AC006931) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 

167992 

LIB3234-050-P1-K1-F5 

BLASTX 

gl66570 

220 

6.0e-18 

101 

47 

(L04173) glycine rich protein [Arabidopsis thaliana] 
167993 

LIB3234-050-P1-K1-F7 

BLASTX 

g4262250 

607 

2.0e-63 

117 

100 

(AC006200) putative aldolase [Arabidopsis thaliana] 
167994 

LIB3234-050-P1-K1-F8 

BLASTX 

g3695374 

407 

7.0e-40 

73 

97 

(AF096370) contains similarity to NAM (no apical meristem) 
-like proteins [Arabidopsis thaliana] 

167995 

LIB3234-050-P1-K1-F9 

BLASTN 

g3298532 

101 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-49 

205 

88 

Arabidopsis t ha liana. chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167996 

LIB3234-050-P1-K1-G12 

BLASTX 

g4249382 

393 

3.0e-38 

95 

81 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

167997 

LIB3234-050-P1-K1-G2 

BLASTN 

g2264315 

367 ^ - 

0.0e+06 

371 ' ' 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRN17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI . GI 
BLAST score 
E value 
Match length 



167998 

LIB3234-050-P1-K1-G3 

BLASTX 

g3335171 

535 

7.0e-55 

114 

89 

(AF067858) embryo-specific protein .3 



[Arabidopsis thaliana] 



167999 

LIB3234-050-P1-K1-G4 

BLASTX 

g3319355 

581 

3.0e-60 

125 

100 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

168000 

LIB3234-050-P1-K1-G5 

BLASTN 

g3426033 

311 

l.Oe-175 
338 
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% identity 

NCBI Description 



92 

Arabidopsis thaliana chromosome II BAG F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No.. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NGBI Description 



168001 

LIB3234-050-P1-K1-G6 

BLASTX 

g3808062 

143 

6.0e-09 

61 

44 

(AB019195) PVlOO [Gucurbita maxima] 



Seq. No. 


168002 


Seq. ID 


LIB3234-050-P1-K1-G7 


Method 


BLASTX 


NGBI GI 


g4581140 


BLAST score 


325 


E value 


3.Qe-30 


Match length 


121 


% identity 


57 


NCBI Description 


(AC006919) unknown protein [Arabidopsis thaliana] 


Seq. No. 


168003 


Seq. ID 


LIB3234-050-P1-K1-G9 


Method 


BLASTX 


NGBI GI 


g4325282 


BLAST score 


272 


E value 


4 .Oe-24 


Match length 


72 


% identity 


72 


NCBI Description 


(AF123310) NAG domain protein NAM [Arabidopsis thaliana] 



>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 


168004 




Seq. ID 


LIB3234-050-P1- 


-Kl-Hl 


Method 


BLASTX 




NGBI GI 


g207905 




BLAST score 


276 




E value 


2. Oe-24 




Match length 


124 




% identity 


41 




NGBI Description 


(M18027) alpha 


globul 


Seq. No. 


168005 




Seq. ID 


LIB3234-050~P1- 


-Kl-HlO 


Method 


BLASTN 




NGBI GI 


g4490324 




BLAST score 


301 




E value 


l.Oe-169 




Match length 


313 




% identity 


99 




NGBI Description 


Arabidopsis thaliana 



BAG clone T9A14 



(ESSA project) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length" 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168006 

LIB3234-050-P1-K1-H12 

BLASTX 

g2117612 

687 

l.Oe-72 

124 

99 

catalase (EC 1.11.1.6) 



3 - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168007 

LIB3234-050-P1-K1-H2 

BLASTX 

gll68391 

173 

l.Oe-12 

96 

38 

ALLERGEN ARA H 1, CLONE P41B (ARA H I) >gi_602436 (L34402) 
Ara h I [Arachis hypogaea] 

168008 

LIB3234-050-P1-K1-H3 

BLASTN 

g3983533 

214 

l.Oe-117 

318 

97 

Arabidopsis thaliana BAC. T24G3 from chromosome V near 70 
cM, complete sequence [Arabidopsis thaliana] 

168009 

LIB3234-050-P1-K1-H4 

BLASTX 

g3913648 

246 

5.0e-21 

96 

55 

FERREDOXIN--NADP REDUCTASE, ROOT ISOZYME PRECURSOR (FNR) 
168010 

LIB3234-050-P1-K1-H5 

BLASTN 

g4314374 

45 - 

l.Oe-16 

244 

10 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168011 

LIB3234-050-P1-K1-H6 

BLASTX 

gl36739 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



345 

l.Oe-32 

112 

62 

UTP— GLUCOSE-l-PHOSPHATE URIDYLYLTRAN SEE RASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi__67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7,9) 
potato >gi_218001_dbj_BAA00570_ (000667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168012 

LIB3234-050-P1-K1-H7 

BLASTN 

g4115930 

290 

l.Oe-162 

366 

94 

Arabidopsis thaliana BAC T4B21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168013 

LIB3234-050-P1-K1-H8 

BLASTX 

g4689108 

176 ■ - . 

8.0e-13 

82 

44 

(AF077030) hypothetical 43.2 kDa protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168014 

LIB3234-052-P1-K1-A1 

BLASTN 

g336917 

56 

l,0e-22 

104 

95 

Epifagus virginiana chloroplast complete genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168015 

LIB3234-052-P1-K1-A10 

BLASTN 

g2262155 

378 

O.Oe+00 

378 

100 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168016 

LIB3234-052-P1-K1-A11 

BLASTX 

g2827559 

361 

2.0e-34 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 
82 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798_ (AL031018) putative protein 
[Arabidopsis thaliana] 

168017 

LIB3234-052-P1-K1-A12 

BLASTX 

gl345973 

431 

l,0e-42 

97 

81 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 oinega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ {D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj__BAA05514_ {D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168018 . . , 

LIB3234-052-P1-K1-A2 

BLASTX 

gl502428 

335 

2.0e-31 

66 

100 

(U62330) phosphate transporter [Arabidopsis thaliana] 
>gi_2258116_dbj_BAA21503_ (D86591) inorganic phosphate 
transporter [Arabidopsis thaliana] 

>gi_2258118_dbj_BAA21504_ (D8 6608) inorganic phosphate 
transporter [Arabidopsis thaliana] 

168019 

LIB3234-052-P1-K1-A3 

BLASTN 

g4049332 

284 

l.Oe-158 

329 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8B4 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168020 

LIB3234-052-P1-K1-A4 

BLASTN 

g2827698 

33 

6.0e-09 

164 

88 
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NCBI Description 



Arabidopsis thaliana DNA chromosome 5, BAG clone F6H11 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168021 

LIB3234-052-P1-K1-A5 
BLASTX 
''g3420004 
160 

6.0e-ll 

73 

40 

(AF000305) steroid sulfotransf erase 1 [Brassica napus] 



168022 

LIB3234 

BLASTX 

g267069 

526 

8.0e-54 

97 

100 

TUBULIN 
tubulin 
(M84696 
(M84697 



-052-P1-K1-A7 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliaaia] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168023 

LIB3234-052-P1-K1-A8 

BLASTX 

g3128205 . 

521 

3.0e-53 

120 

87 

(AC004077) putative pyruvate dehydrogenase complex El beta 
subunit [Arabidopsis thaliana] 

168024 

LIB3234-052-P1-K1-A9 

BLASTX 

gll2682 

566 

2.0e-58 

127 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID . 
Method 
NCBI GI 
BLAST score 
E value 



168025 

LIB3234-052-P1-K1-B10 

BLASTN 

g4581138 

54 

2.0e-21 
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Match length 
% identity 
.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



114 
87 

Arabidopsis thaliana chromosome II BAC FlOll genomic 
sequence, complete sequence 

168026 

LIB3234-052-P1-K1-B11 

BLASTX 

g4454482 

472 

2.0e-47 

122 

73 

(AC006234) hypothetical protein [Arabidopsis thaliana] 
168027 

LIB3234-052-P1-K1-B2 

BLASTN 

g2351061 

380 

O.Oe+00 

388 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAF19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168028 

LIB3234-052-P1-K1-B4 

BLASTN 

g3169169 

270 

l.Oe-150 

349 

93 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


168029 




Seq. ID 


LIB3234-052- 


-P1-K1-B5 


Method 


BLASTN 




NCBI GI 


gl931636 




BLAST score 


165 




E value 


5.0e-88 




Match length 


219 




% identity 


92 




NCBI Description 


Arabidopsis 


thaliana 


Seq. No. 


168030 




Seq. ID 


LIB3234-052- 


-P1-K1-B6 


Method 


BLASTN 




NCBI GI 


g511598 




BLAST score 


375 




E value 


O.Oe+00 




Match length 


375 




% identity 


27 




NCBI Description 


Arabidopsis 


thaliana 



complete cds 
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Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168031 

LIB3234-052-P1-K1-B7 

BLASTN 

g4159703 

149 

3.0e-78 

347 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5F14, complete sequence 

168032 

LIB3234-052-P1-K1-B8 

BLASTX 

g2239089 

145 

3.0e-09 

53 

47 

(Z84 386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_3288180_emb_CAB114 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168033 

LIB3234-052-P1-K1-B9 

BLASTX 

g2961107 

140 

l.Oe-08 

69 

39 

(AF042383 
musculus] 



TLS-associated protein with SR repeats [Mus 
>gi_2961149 (AF047448) TLS-associated protein 



TASK [Homo sapiens] 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168034 

LIB3234-052-P1-K1-C1 

BLASTN 

g4454587 

58 

7.0e-24 

148 

89 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168035 

LIB3234-052-P1-K1-C11 

BLASTN 

g2244870 

71 

l.Oe-31 

228 

93 

Arabidopsis thaliana DNA chromosome 4, 



ESSA I contig 
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fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168036 

LIB3234-052-P1-K1-C12 

BLASTX 

gl40551 

212 

l.Oe-18 

91 

63 

HYPOTHETICAL 250 KD PROTEIN (ORF 2131) 

>gi_81505_pir S01446 hypothetical protein 2131 - spinach 

chloroplast >gi_1224 6_emb_CAA3074 3_ (X07908) ORF 2131 (AA 
1-2131) [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168037 

LIB3234-052-P1-K1-C3 

BLASTN 

g3449321 

36 

9.0e-ll 

72 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTGIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168038 

LIB3234-052-P1-K1-C4 

BLASTX 

gl703108 

548 

2.0e-56 

101 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168039 

LIB3234-052-P1-K1-C5 

BLASTX 

g2160138 

644 

l.Oe-67 

126 

51 

(AC000375) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168040 

LIB3234-052-P1-K1-D1 

BLASTN 

g3193305 

383 

O.Oe+00 
387 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana BAC F3D13 
168041 

LIB3234-052-P1-K1-D10 # 

BLASTN 

g4199934 

261 

l.Oe-145 

356 

91 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

168042 

LIB3234-052-P1-K1-D11 

BLASTN 

g2264302 

20 

3.2e-01 

378 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC12, complete sequence , [Arabidop si 5^.. thaliana] 

168043 

LIB3234-052-P1-K1-D12 

BLASTN 

g4335744 

141 

7.0e-74 

141 

100 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168044 

LIB3234-052-P1-K1-D2 

BLASTN 

gl699056 

379 

O.Oe+00 

383 

100 

Arabidopsis thaliana 27 kDa unknown protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168045 

LIB3234-052-P1-K1-D3 

BLASTX 

gl709970 

452 

4.0e-45 

114 

80 

60S RIBOSOMAL PROTEIN LlOA 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengths 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168046 

LIB3234-052-P1-K1-D5 

BLAS^TN 

g4519192 

173 

2.0e-92 

371 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBK21, complete sequence 

168047 

LIB3234-052-P1-K1-D6 

BLASTX 

g4522003 

477 

4 .Oe-48 

112 

85 

(AC007069) putative protein kinase [Arabidopsis thaliana] 
168048 

LIB3234-052-P1-K1-D8 

BLASTX 

g4204298 

545 

5.0e-56 

124 

85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168049 

LIB3234-052-P1-K1-E11 

BLASTX 

g2832620 

414 

l.Oe-40 

115 

69 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
168050 

LIB3234-052-P1-K1-E12 

BLASTN 

g3046855 

219 

l.Oe-120 

342 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSLl, complete sequence [Arabidopsis thaliana] 

168051 

LIB3234-052-P1-K1-E2 

BLASTN 

g4455321 



22740 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157 

6.0e-83 

373 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



168052 

LIB3234-052-P1-K1-E3 

BLASTN 

g4217996 

349 

O.Oe+00 

365 

99 

Arabidopsis thaliana chromosome II BAC F24H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168053 

LIB3234-052-P1-K1-E4 

BLASTN 

g4519193 

128 

l.Oe-65 

383 - 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDCll, complete sequence 

168054 

LIB3234-052-P1-K1-E6 

BLASTX 

g4249391 

392 

4.0e-38 

112 

73 

(AC0059.66) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168055 

LIB3234-052-P1-K1-E7 

BLASTX 

gll2737 

185 

8.0e-14 

94 

46 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMUl 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24 74 5) 2S albumin isoform 1 [Arabidopsis thaliana] - 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



22741 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168056 

LIB3234-052-P1-K1-E8 

BLASTX 

g3287691 

153 

4.0e-10 

65 

52 

(AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus. [Arabidopsis thaliana] 

168057 

LIB3234-052-P1-K1-E9 

BLASTX 

g82051 

317 

3.0e-29 
119 

55 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota==carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168058 

LIB3234-052-P1-K1-F1 

BLASTX 

g2129659 

86 

2.0e-15 

80 

57 

oleosin, isoform 21K 



Arabidopsis thaliana >gi_7252 60 



(L40954) oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168059 

LIB3234-052-P1-K1-F10 

BLASTX 

gl345973 

435 

4.0e-43 

98 

82 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ {D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 {AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168060 

LIB3234-052-P1-K1-F11 

BLASTX 

g3377517 



22742 



BLAST score 

E value 

Match length 

% identity 

-NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225 

2.0e-18 

90 

43 

(AF073361) nitrate transporter NTLl [Arabidopsis thaliana] 
168061 

LIB3234-052-P1-K1-F12 

BLASTX 

g4263646 

644 

l.Oe-67 

126 

98 

(AC006136) putative TAl-like reverse transcriptase 
[Arabidopsis thaliana] 

168062 

LIB3234-052-P1-K1-F2 

BLASTX 

gl762584 

473 

l.Oe-47 

91 ' - 

100 

(U63373) polygalacturonase isoenzyme 1 beta subunit homolog 
[Arabidopsis thaliana] 

168063 

LIB3234-052-P1-K1-F3 

BLASTX 

g4490749 

654 

8.0e-69 

125 

99 

(AL035708) 2-dehydro-3-deoxyphosphoheptonate aldolase 
[Arabidopsis thaliana] 

168064 

LIB3234-052-P1-K1-F4 

BLASTN 

g3985949 

378 

O.Oe+00 

382 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOB24 , complete sequence [Arabidopsis thaliana] 

168065 

LIB3234-052-P1-K1-F5 

BLASTN 

g4454447 

178 

2.0e-95 
384 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168066 

LIB3234-052-P1-K1-F6 

BLASTX 

g4314363 

610 

l.Oe-63 

123 

98 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
168067 

LIB3234-052-P1-K1-F7 

BLASTX 

g2245378 

589 

3.0e-61 

125 

91 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
168068 

LIB3234-052-P1-K1-F8 

BLASTN 

g4757411 

343 

O.Oe+00 

347 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXC7, complete sequence 

168069 

LIB3234-052-P1-K1-G11 

BLASTN 

g3046850 

351 

O.Oe+00 

378 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24G6, complete sequence [Arabidopsis thaliana] 

168070 

LIB3234-052-P1-K1-G12 

BLASTN 

g2924729 

267 

l.Oe-148 

379 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNA5, complete sequence [Arabidopsis thaliana] 



22744 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



168071 

LIB3234-052-P1-K1-G2 : 
BLASTX 
g2961356 
416 

6.0e-41 
113 
71 

(AL022140) alcohol dehydrogenase like protein [Arabidopsis 
tnaxiana j 

168072 

LIB3234-052-P1-K1-G3 

BLASTN 

g3805839 

382 

O.Oe+00 

382 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4B14 
(ESSAII project) 

168073 

LIB3234-052-P1-K1-G4 

BLASTN , 

g3172156 

177 

7.0e-95 

387 

100 

Arabidopsis thaliana chromosome 1 BAC T22J18 sequence 
complete sequence [Arabidopsis thaliana] 

168074 

LIB3234-052-P1-K1-G8 

BLASTX 

g4678299 

594 

8.0e-62 

116 

100 

(AL04 9655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

168075 

LIB3234-052-P1-K1-H10 

BLASTX 

g2924258 

524 

l.Oe-53 

126 

76 

(Z00044) RNA polymerase beta" subunit [Nicotiana tabacum] 
168076 

LIB3234-052-P1-K1-H11 
BLASTX 



22745 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3242079 
226 

l.Oe-18 
69 
62 

{AJ006984) proline-rich protein [Capsicum annuum] 
168077 

LIB3234-052-P1-K1-H12 
BLASTX 
g2129773 
678 

l.Oe-71 
125 
98 

xyloglucan endotransglycosylase-related protein XTR3 - 
Arabidopsis thaliana (fragment) >gi 1244?52 (;J34J5) 

xyloglucan endotransglycosylase-relited protein 
[Arabidopsis thaliana] ^^^±n 

168078 

LIB3234-052-P1-K1-H2 
BLASTX 

g4755194 
693 

2.0e-73 

126 

100 

iaf .^7?;?^'^^^''^^"^^' [Arabidopsis thaliana] 

hypothetical protein [Arabidopsis thaliana] 

168079 

LIB3234-052-P1-K1-H3 
BLASTX 

g3421378 
371 

l.Oe-35 

125 

62 

(AF080249) kinesin-like heavy chain [Arabidopsis thaliana] 

168080 

LIB3234-052-P1-K1-H4 
BLASTN 

g4678266 
379 

O.Oe+00 

383 

100 

(ElsA^pJ^jL^f chromoson.e 3, BAC clone F15B8 

168081 

LIB3234-052-P1-K1-H5 
BLASTX 

g3242079 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



145 

3.0e-09 
50 

'«O0e.8„ p„une-.lch protein ,c.psi=„ ,„„„™, 

168082 

LIB3234-052-P1-K1-H6 
BLASTN 

g365949l 

355 

0. 0e+00 
380 

98 

Sequence of bap t^^uoo ^ 

1, complete 3e,ueL\"lAr^\Tdop"L''t°Kj!a^a'f '^'^^ ^"^^'^^-^ 
168083 

LIB3234-052-P1-K1-H7 
BLASTN 

g3449316 
380 

O.Oe+00 

380 

100 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168084 

LIB3234-052-P1-K1-H8 
BLASTN 

g4662609 
72 

2.0e-32 
168 
90 

?o:Xte'tT,::Tos'''' Arabldopsls thaliana BAC F10A5, 

168085 

LIB3234-052-P1-K1-H9 
BLASTX 

g82512 

538 

3.0e-55 

109 

43 

ubiquitin precursor - rice ( fr^nm..r.i^^ 

>gi_218l89_dbj BAA02241 (D127?IT k- 

sativa] - - iui^776) poly-ubiquitin [Oryza 

168086 

L1B3234-053-P1-K1-A12 
BLASTX 

gl345973 
223 

2.0e-18 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 
74 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi__541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168087 

LIB3234-053-P1-K1-A2 

BLASTX 

gl345973 

436 

2.0e-43 

92 

90 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana]- 
>gi_471091__dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal •omega-3 fatty acid desaturase [Arabidopsis 
thalianal >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168088 

LIB3234-053-P1-K1-A3 

BLASTX 

g4406784 

84 

l.Oe-44 

92 

96 

(AC006532) putative oligopeptide transport protein 
[Arabidopsis thaliana] 

168089 

LIB3234-053-P1-K1-A4 

BLASTN 

g3449334 

311 

l.Oe-175 

344 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168090 

LIB3234-053-P1-K1-A6 

BLASTX 

g2541876 

210 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



9.0e-17 

81 

44 

(D26015) CND41, chlorqplast 
[Nicotiana tabacum] 



nucleoid DNA binding protein 



168091 

LIB3234-053-P1-K1-A7 

BLASTX 

gl20667 

302 : 

9.0e-28 

75 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622__pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

168092 

LIB3234-053-P1-K1-B10 

BLASTX - ■ 

g2058313 

405 

l.Oe-39 

98 

78 

(X974 33) cinnamoyl-CoA reductase [Eucalyptus gunnii] 
168093 

LIB3234-053-P1-K1-B11 

BLASTN 

g4096078 

354 

O.Oe+00 

378 

99 

Arabidopsis thaliana chromosome I BAG T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168094 

LIB3234-053-P1-K1-B12 

BLASTX 

g2244841 

273 

4 .Oe-24 

104 

56 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
168095 

LIB3234-053-P1-K1-B2 

BLASTX 

gl864017 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



548 

2.0e-56 

104 

100 

(D63396) elongation factor-1 alpha [Nicotians tabacum] 
168096 

LIB3234-053-P1-K1-B3 

BLASTN 

g4678371 

229 

l.Oe-126 

289 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6G15 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168097 

LIB3234-053-P1-K1-B6 

BLASTX 

g2244841 

261 

6.0e-23 

97 

57 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



168098 

LIB3234-053-P1-K1-B8 

BLASTN 

g2244950 

117 

3.0e-59 

319 

98 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 


168099 


Seq. ID 


LIB3234-053-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4558592 


BLAST score 


271 


E value 


5.0e-24 


Match length 


112 


% identity 


54 


NCBI Description 


(AC006555) hypothetical protein [Arabidopsis 


Seq. No. 


168100 


Seq. ID 


LIB3234-053-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g3702724 


BLAST score 


377 


E value 


O.Oe+00 


Match length 


392 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



22750 



K17N15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168101 

LIB3234-053-PI-K1-C10 

BLASTX 

gl36739 

254 

8.0e-35 

116 

69 

UTP— GLUCOSE-l-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

168102 

LIB3234-053-P1-K1-C11 

BLASTN 

g2244870 

101 

2.0e-49 

304 

89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168103 

LIB3234-053-P1-K1-C5 

BLASTN 

g2160132 

43 

3.0e-15 

140 

63 

Sequence of BAG F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168104 

LIB3234-053-P1-K1-C8 

BLASTX 

g2947062 

148 

2.0e-09 

101 

42 

(AC002521) unlcnown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168105 

LIB3234-053-P1-K1-C9 

BLASTX 

g3176685 

338 

8.0e-32 

64 

98 

(AC003671) Strong similarity to spermidine synthase 1, 



22751 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq; No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_Y08252 and possibly closer similarity to spermidine 
synthase 2 gb_Y08253 from Datura stramonium. ESTs 
gb^N38155, gb_T41738, gb_AA597626, gb_AA712967 and 
gb_AA71234 6 come from this ge 

168106 

LIB3234-053-P1-K1-D11 

BLASTN 

g2264302 

89 

2.0e-42 

244 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC12, complete sequence [Arabidopsis thaliana] 

168107 

LIB3234-053-P1-K1-D2 

BLASTX 

g4678299 

601 

l.Oe-62 

121 

98 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

168108 

LIB3234-053-'Pl-Kl-D3 

BLASTX 

gl709970 

355 

9.0e-34 

101 

69 

60S RIBOSOMAL PROTEIN LlOA 
168109 

LIB3234-053-P1-K1-D4 

BLASTN 

g3668073 

210 

l.Oe-115 

218 

99 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168110 

LIB3234-053-P1-K1-D6 

BLASTX 

g2245048 

410 

3.0e-40 

129 

67 

(Z97342) resistance gene homolog [Arabidopsis thaliana] 



22752 



4 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score V . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168111 

LIB3234-053-P1-K1-E10 
BLASTN 
g4335711 
226 . 
l.Oe-124 
375 
99 

Arabidopsis thaliana chromosome II BAG F9013 genomic 
sequence, complete sequence [Arabidopsis thaliaSaT 

168112 

LIB3234-053-P1-K1-E11 
BLASTN 

g4468103 
362 

O.Oe+00 

383 

98 

(ESsi^'p^oSLt?'^ ''''' chromosome 4, BAC clone M3E9 

168113 

LIB3234-053-P1-K1-E2 

BLASTX 

gl7-4 954 6 

220 

6.0e-18 

123 

46 

Sw??J^pJof f ^^"^ Saccharomyces cerevisiae SCD6 protein 
poi^e] ^^^^'^-^^ ^^er P45978 [SchizosaccharoSyces ' 

168114 

LIB3234-053-P1-K1-E9 
BLASTN 

g4538918 
338 

O.Oe+00 

366 

98 

tpSi'^''^^^^ ^^^^^^^^ ™^ chromosome 4, BAC clone 
(ESSA project) 



F20B18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



"168115 

LIB3234-053-P1-K1-F10 
BLASTN 

g4519195 
55 

4.0e-22 

223 

81 

So;?2'^''™/^^"''^ ^^''^^^^ chromosome 3, PI clone- 

MQC12, complete sequence '^xuiie. 



22753 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168116 

LIB3234-053-P1-K1-F11 

BLASTX 

gl491615 

511 

5.0e-52 

127 

75 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 

168117 

LIB3234-053-P1-K1-F2 

BLASTX 

g4758634 

158 

4.0e-14 

84 

42 

Sec24p, S. Cerevisiae, homolog of 

>gi_1723050_sp_P53992_Y079_HUMAN HYPOTHETICAL PROTEIN 
KIAA0079 (HA3543) >gi_559717_dbj_BAA07 558_ (D38555) The 
ha354 3 gene product is related to S. cerevisiae protein 
encoded in chromosome VIII. [Homo sapiens] 

>gi_4 741921_gb_AAD28756.1_ (AF130464) sec24D protein [Homo 
sapiens] 

168118 

LIB3234-053-P1-K1-F3 

BLASTX 

g2702284 

45 

5.0e-24 

71 

92 

{AC003033) Argonaute (AGOl)-like protein [Arabidopsis 
thaliana] 

168119 

LIB3234-053-P1-K1-F5 

BLASTN 

g4454447 

65 

3.0e-28 

205 

91 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168120 

LIB3234-053-P1-K1-F8 

BLASTN 

g4757411 

34 

l.Oe-09 

238 

79 



22754 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MXC7 , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168121 

LIB3234-053-P1-K1-F9 

BLASTX 

gl363488 

394 

2.0e-38 

78 

99 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 

168122 

LIB3234-053-P1-K1-G11 

BLASTN 

g4589435 

366 

O.Oe+00 

378 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
M0E17, complete sequence 

168123 

LIB3234-053-P1-K1-G12 

BLASTN 

g3386593 

72 

2.0e-32 

213 

85 

Arabidopsis thaliana chromosome II BAG F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168124 

LIB3234-053-P1-K1-G3 

BLASTX 

gl076660 

308 

3.0e-28 

95 

69 

D13F(MYBST1) protein - potato >gi_786426_bbs_r59122 
(S74753) MybStl-Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes 
leaf. Peptide, 342 aa] [Solanum tuberosum] 

168125 

LIB3234-053-P1-K1-G4 

BLASTX 

gll70503 

333 

7.0e-40 



22755 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



90 
93 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
{X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

168126 

LIB3234-053-P1-K1-G5 

BLASTX 

g2160158 

365 

5.0e-35 

115 

64 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T4594 0, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 



168127 

LIB3234-053-P1-K1-G6 

BLASTN 

g38'69069 

53 

2.0e-21 

113 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



PI clone 



168128 

LIB3234-053-P1-K1-G8 

BLASTN 

g3150396 

358 

O.Oe+00 

362 

100 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168129 

LIB3234-053-P1-K1-G9 

BLASTN 

g2914688 

351 

O.Oe+00 

371 

99 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168130 

LIB3234-053-P1-K1-H10 

BLASTX 

g2651314 



22756 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



361 

2.0e-34 
106 

~69 

(AC002336) putative ribosomal protein S26 (Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168131 

LIB3234-053-P1-K1-H11 

BLASTX 

g464707 

420 

2.0e-41 

83 

100 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_43434 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 'and 
gb_R304 30 come from this gene, [Arabidopsis thaliana] 
>gi_4538 910_emb_CAB39647.1_ (AL04 9482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

168132 

LIB3234-053-P1-K1-H3 

BLASTX 

g4038037 

145 

4.0e-09 

130 ' 
5 

(AC005936) hypothetical protein [Arabidopsis thaliana] 
168133 

LIB3234-053-P1-K1-H5 

BLASTX 

gl66570 

241 

2.0e-20 

105 

49 

(L04173) glycine rich protein [Arabidopsis thaliana] 
168134 

LIB3234-053-P1-K1-H6 

BLASTN 

g3659491 

125 

7.0e-64 



22757 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



264 
89 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1/ complete sequence [Arabidopsis thaliana] 

168135 

LIB3234-053-P1-K1-H7 

BLASTX 

g3913425 

632 

3.0e-66 

127 

96 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

168136 

LIB3234-053-P1-K1-H8 

BLASTX 

g4263713 

287 

9.0e-26 

124 

52 

{AC006223) hypothetical protein [Arabidopsis thaliana] 
168137 

LIB3234-053-P1-K1-H9 

BLASTN 

g2262135 

164 

4.0e-87 

216 

54 

Arabidopsis thaliana BAC TlOPll from chromosome IV, near 15 
cM, complete sequence 

168138 

LIB3234-054-P1-K1-A1 

BLASTX 

g4262232 

390 

7.0e-38 

111 

75 

(AC006200) putative ribosomal protein L7 [Arabidopsis 
thaliana] 

168139 

LIB3234-054-P1-K1-A10 

BLASTX 

g3859606 

677 

l.Oe-71 

123 

98 



22758 



NCBI Description 



(AF104919) contains similarity to cysteine proteases (Pfam 
PF00112, E=1.3e-79, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168140 

LIB3234-054-P1-K1-A11 

BLASTX 

g2459417 

404 

2.0e-39 

124 

69 

{AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 



Seq. No. 


168141 


Seq. ID 


LIB3234-054-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g452470 


BLAST score 


93 


E value 


5.0e-18 


Match length 


64 


% identity 


91 


NCBI Description 


(U05218) ATP sulfuryl- 


Seq. No. 


168142 


Seq. ID 


LIB3234-054-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gll70503 


BLAST score 


433 


E value 


6:0e-43 


Match length 


83 


% identity 


100 


NCBI Description 


EUKARYOTIC INITIATION 



>gi_322503_pir JC14 52 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis " thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168143 

LIB3234-054-P1-K1-A5 

BLASTX 

gl531762 

195 

5.0e-15 

51 

75 

(Y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168144 

LIB3234-054- 
BLASTX 
g4468806 
212 

5.0e-17 

51 

78 



P1-K1-A6 



22759 



NCBI Description 



(AL035601) cytochrome P450 monooxygenase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168145 

LIB3234-054-P1-K1-A7 

BLASTN 

g3869072 

36 

5.0e-ll 

72 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



168146 

LIB3234-054-P1-K1-A9 

BLASTX 

g2894598 

532 

2.0e-54 

126 

86 

{AL021889) putative protein [Arabidopsis thaliana] 



168147 

LIB3234-054-P1-K1-B10 

BLASTN 

gl448916 

266 

l.Oe-148 

352 

94 

Arabidopsis thaliana threonine synthase mRNA, 3' 



end of cds 



168148 

LIB3234-054-P1-K1-B11 

BLASTX 

gll2681 

452 

4.0e-45 

90 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

168149 

LIB3234-054-P1-K1-B12 

BLASTX 

g4325343 

606 

3.0e-63 

122 

98 

{AF128393) contains similarity to homeobox domains (Pfam: 



22760 



PF00046, Score, 36.5, E=6.9e-08, N=l) [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168150 

LIB3234-054-P1-K1-B3 

BLASTN 

gl707006 

365 

O.Oe+00 

369 

100 

Arabidopsis thaliana chromosome II BAG T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168151 

LIB3234-054-P1-K1-B4 

BLASTN 

gl353238 

36 

9.0e-ll 

64 

89 

Arabidopsis thaliana Col-0 putative RNA helicase A mRNA, 
complete cds 

168152 

LIB3234-054-P1-K1-B5 

BLASTN 

g4063730 

146 

2.0e-76 

378 

98 

Arabidopsis thaliana BAG F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

168153 

LIB3234-054-P1-K1-B6 

BLASTN 

g4063730 

121 

2.0e-61 

304 

92 

Arabidopsis thaliana BAG F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168154 

LIB3234-054-P1-K1-B7 

BLASTN 

g2924651 

218 

l.Oe-119 

309 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 



22761 



K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168155 

LIB3234-054-P1-K1-B8 

BLASTX 

gl351272 

416 

6.0e-41 

99 

83 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_4 14550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_7 42408_prf 20094 15A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 


168156 


Seq. ID 


LIB3234-054-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g21911 


BLAST score 


178 


E value 


5.0e-13 


Match length 


73 


% identity 


44 


NCBI Description 


(X62625) vicilin [Theobroma cacao] 


Seq. No. 


168157 


Seq. ID 


LIB3234-054-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4512697 


BLAST score 


226 


E value 


l.Oe-18 


Match length 


84 


% identity 


56 


NCBI Description 


(AC006569) unknown protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168158 

LIB3234-054-P1-K1-C10 

BLASTN 

g511598 

368 

O.Oe+00 

372 

28 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168159 

LIB3234-054-P1-K1-C11 

BLASTX 

g2662343 

508 

l.Oe-51 

106 

92 

(D63581) EE-1 alpha [Oryza sativa] 



Seq. No. 



168160 



22762 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



LIB3234-054-P1-K1-C12 

BLASTN 

g4581103 

152 

5.0e-80 

276 

100 

Arabidopsis thaliana chromosome II BAG T24I21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168161 

LIB3234-054-P1-K1-C2 

BLASTX 

g4263777 

529 

3.0e-54 

113 

87 

{AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi_4 5103 91_gb_AAD2 1479 . 1_ (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168162 

LIB3234-054-P1-K1-C3 

BLASTX 

gl710780 

411 

2.0e-40 

110 

73 

40S RIBOSOMAL PROTEIN 89 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168163 

LIB3234-054-P1-K1-C4 

BLASTN 

g511598 

343 

O.Oe+00 

375 

28 

Arabidopsis thaliana cell wall protein (APTR-1) 
complete cds 



gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



168164 

LIB3234-054-P1-K1-C5 

BLASTX 

g4406764 

306 

3.0e-37 

86 

58 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 



Seq. No. 



168165 



22763 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-054-P1-K1-C6 

BLASTN 

g3985958 

215 

l.Oe-117 

380 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



168166 

LIB3234-054-P1-K1-C7 

BLASTN 

g3292807 

345 

O.Oe+00 

377 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 

168167 

LIB3234-054-P1-K1-C8 

BLASTN 

g3292807 

294 

l.Oe-164 

374 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 

168168 

LIB3234-054-P1-K1-C9 

BLASTX 

gl35406 

519 

5.0e-53 

97 

100 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_997 68_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

168169 

LIB3234-054-P1-K1-D1 

BLASTX 

g4056502 

516 

l.Oe-52 

102 

99 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
168170 

LIB3234-054-P1-K1-D10 



22764 



Method 


BLASTN 


NCBI GI 


g2696018 


BLAST score 


337 


E value 


0 . Oe+00 


Match length 


369 - 


% identity 


97 


MCBI Description 


Arabidopsis . thaliana genomic DNA, chromosome 5/ 1 




MXC9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


i bo 1/1 


Seq. ID 


LlBozJ4-UD4-rl-Kl-Ul^ 


Method 


BLASTN 


NCBI GI 


g2959729 


BLAST score 


n o 

308 


E value 


1 . Oe-1 / o 


Match length 


312 


% identity 


lUO 


NCBI Description 


Arabidopsis thaliana mRNA for GATA transcription 


Seq. No. 


1 DO 1 f Z 


Seq. ID 


LIB3234-054-P1-K1-DZ 


Method 


BLASTN 


NCBI GI 


g4115930 


BLAST score 


290 


E value 


l.Oe-162 


Match length 


378 


% identity 


94 


NCBI Description 


Arabidopsis thaliana BAC T4B21 


Seq. No. 


iDOl /3 


Seq. ID 


LIB3234-054-Pl-Kl-"D3 


Method 


DlirtO 1 A 


NCBI GI 


g3335169 


BLAST score 


534 


E value ■ 


8 .Oe-55 


Match length 


103 


% identity 


97 


NCBI Description 


(AF067857) embryo-specific protein 1 [Arabidopsi; 



PI clone; 



>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168174 

LIB3234-054-P1-K1-D4 

BLASTN 

g3241920 

228 

l.Oe-125 

374 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAEl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. -No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168175 

LIB3234-054-P1-K1-D5 

BLASTN 

g2947056 

350 



22765 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

374 

87 

Arabidopsis thaliana chromosome II BAC T20F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168176 

LIB3234-054-P1-K1-D6 

BLASTX 

gl703108 

543 

8.0e-56 

100 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 {U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168177 

LIB3234-054-P1-K1-D8 

BLASTX 

gl737492 

281 

4.0e-25 

91 

67 

(U81318) poly (A) -binding protein [Triticum aestivum] 
168178 

LIB3234-054-P1-K1-D9 

BLASTX 

g2924784 

98 

l.Oe-03 

111 

13 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 

168179 

LIB3234-054-P1-K1-E1 

BLASTX 

g3413716 

364 

8.0e-35 

80 

50 

(AC004747) unJcnown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 

168180 

LIB3234-054-P1-K1-E10 

BLASTX 

gll07501 



22766 



BLAST score 

E value 

Match* length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410 

3.0e-40 

116 

72 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 {AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

168181 

LIB3234-054-P1-K1-E11 

BLASTN 

g2914688 

189 

l.Oe-102 

319 

94 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCEJ GI 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 



168182 

LIB3234-054-P1-K1-E2 
BLASTX 
^g4678285 
374 

5.0e-36 

122 

58 

(AL049660) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168183 

LIB3234-054-P1-K1-E4 

BLASTX 

gll07501 

408 

5.0e-40 

109 

75 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



168184 

LIB3234-054-P1-K1-E5 

BLASTN 

g3695372 

272 

l.Oe-151 

347 

95 

Arabidopsis thaliana BAC F1104 
168185 

LIB3234-054-P1-K1-E6 

BLASTN 

g3046847 



22767 



BLAST score 


124 


E valu6 


z • ue 


Match length 




% identity 


QQ 


viK^Di uesciription 


r\x dL^XUOpo X o LilaXXciIlcl yt;IHJlUX*_ \J\St\f Oilx OUiOoOrncO / iri^ CXO 




j\xxjy, coitipxece sequence LAraDxaopsxs tnaxxanaj 


bec^. ino . 


X OO X o o 


becj. ID 


XjXDJ^Ofi UOfi rrX i\X £j / 






NCBI GI 


g3928074 


BLAST score 


49 


E value 


X . U X o 


waccn xengtn 


DU 


^ xaenuiLy 


yo 


iNk^DX uesci ip L-ion 


/\x cixjxciupo X5 tnaxxaiia. cnx uuioooiue XX Dr\\^ 1 ico genoiuxc 




sequence/ coinpxece sequence Lrt.raDxaopsxs tnaxianaj 


Clan Mr> 
O c • IN Q . 


1 fift 1 ft 7 

X OO xo / 




XiX00^04 UOf± lrX r\X ili^ 


Lie Ul iwU 


OXir\ O ± LN 


NCBI GI 


g4432811 


BLAST score 


34 9 


E value 


n no4.nn 


Match length 


J dx 


% identity 


Q Q 


iNk^DX uesciTxpt. xon 


-rt.x aDxaopsxs L.na.xxana cnrouiosoiue xx D/\k^ rxouxft genomxc 




sequence, coinplete sequence [Arabidopsis thaliana] 


betj . INO • 


X QO X O O 


• XL-' 


XiXDJ^ J*l XT X INX r X 


Method 


BLASTX 


NCBI GI 


g3128169 


OXtrlO 1 oCOXc 




iLt vaxue 


X . ue X / 


Match length 


Q 1 

y X 






nudx uescrxpuxon 


(AC004521) hypothetical protein [Arabidopsis thaliana] 


OcQJ . iN<J . 


1 fift 1 ft Q 

X DO X O -? 




xiXDj£.o*± XT X i\x rx^ 


Method 


BLASTX 


NCBI GI 


g3925363 




14ft 

X *i O 


E value 


^ . ue u y 


DQaucn xengun 




^ xuencxi-y 


4 4 


inudx uescrxpLXon 


vHruo/yoxj nomeouoinaxn procexn li^s-A-us aomesLXcaj 


O 6 • IN O . 


1 fift 1 Qn 

X UO X -7 U 


O " • X 


LIB3234-054-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


gl245181 


BLAST score 


359 


E value 


O.Oe+00 


Match length 


374 


% identity 


99 



22768 



NCBI Description 



Arabidopsis thaliana sterol delta-7 reductase {ST7R) mRNA, 
complete cds 



Seq. No. 


168191 


Cci*-f T r\ 
beq. lU 


LtXDjZjfi UOfi irX l\X r J 


Me cnOu 


DJUfiO i A 


NL-Dl Cji 


giiuy oy / 


DiiAo i score 


oxu 


E value 


L . ue D J 


Ma ten ±engun 




^ xaenuicy 








Seq. No. 


168192 


Seq. ID 


LIB3234-054-P1-K1-F5 




RT a^iTY 
OXltLo 1 A 




g^l U DoDDO 


DiiAoi score 




E value 


X . ue DO 


Match length 


X^O 


% identity 


XUU 


iNk^DJ. uescrxpuion 


v/^ruojyxD/ M,i IT oyriL.ij< 




mux uixxora J 


Seq. No. 


168193 


Seq. ID 


LIB3234-054-P1-K1-F7 


Method 


DT 2i CTV 


NCol bx 


-_Oyt A COftQ 

go44ozuy 


BLAST score 


1 /I c 
14 D 


sLt vaxue 


y • X u 


Match length 




% identity 


bo 


inl^dx uooOx xp L. XOll 


^f-i^UUft fOOf pU.CaU.XVc 




L.1 Id X X a 1 let J 


Seq. No. 


168194 


Seq. ID 


LIB3234-054-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3335169 


BLAST score 


583 


E value 


2.0e-60 


Match length 


112 


% identity 


98 



I [Arabidopsis 



NCBI Description 



{AF067857) embryo-specif ic protein 1 [Arabidopsis thaliana] 
>gi_4 455197_emb_CAB36520. 1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168195 

LIB3234-054-P1-K1-F9 

BLASTX 

gl31398 

479 

2.0e-48 

113 

86 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 



22769 



- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb__Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



168196 

LIB3234-054-P1-K1-G1 

BLASTN 

g4337186 

212 

l.Oe-116 

376 

98 

Arabidopsis thaliana chromosome II BAC T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168197 

LIB3234-054-P1-K1-G11 

BLASTX 

gl32074 

574 

2.0e-59 

106 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68 0 63_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

168198 

LIB3234-054-P1-K1-G4 

BLASTN 

g2696018 

346 

O.Oe+00 

358 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 

168199 

LIB3234-054-P1-K1-G5 

BLASTX 

gl335862 

613 

5.0e-64 

126 

94 

(U42608) clathrin heavy chain [Glycine max] 
168200 

LIB3234-054-P1-K1-G6 

BLASTN 

g2618602 



22770 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



186 

l.Oe-100 

186 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

168201 

LIB3234-054-P1-K1-G7 

BLASTX 

gl33729 

317 

2.0e-29 

80 

79 

CHLOROPLAST 30S RIBOSOMAL PROTEIN Sll >gi_70941_pir R3NT11 

ribosomal protein Sll - common tobacco chloroplast 
>gi_11861_emb_CAA77377_ {Z00044) ribosomal protein Sll 

[Nicotiana tabacum] >gi_225229_prf 1211235BL ribosomal 

protein Sll [Nicotiana tabacum] 

168202 

LIB3234-054-P1-K1-H1 

BLASTN 

g2864607 

247 

l.Oe-137 

297 
99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M6 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168203 

LIB3234-054-P1-K1-H10 

BLASTN 

g4589433 

370 

0. Oe+00 

378 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MNI5, complete sequence 

168204 

LIB3234-054-P1-K1-H11 

BLASTN 

g3193305 

153 

l.Oe-80 

327 
80 

Arabidopsis thaliana BAC F3D13 
168205 

LIB3234-054-P1-K1-H12 

BLASTN 

g2924257 



22771 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



65 

5.0e-28 

93 

92 

Tobacco chloroplast genome DNA 
168206 

LIB3234-054-P1-K1-H2 

BLASTN 

gl279568 

41 

9.0e-14 

49 

96 

Nicotiana acuminata chloroplast JLB region, l-250bp 
168207 

LIB3234-054-P1-K1-H3 

BLASTX 

g2529680 

496 

3.0e-5Q 

114 

49 

{AC002535) putative protein disulf ide-isomerase precursor 
[Arabidopsis thaliana] 

168208 

LIB3234-054-P1-K1-H6 

BLASTX 

gl22781 

202 

8.0e-16 

52 

69 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORF 229) 

>gi_82210__pir ^A05198 hypothetical protein 229 - common 

tobacco chloroplast >gi_1184 4_emb_CAA77364_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi__225212_prf 1211235AT ORF 229 [Nicotiana tabacum] 

168209 

LIB3234-054-P1-K1-H7 

BLASTN 

g2351061 

197 

l.Oe-107 

351 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAF19, complete sequence [Arabidopsis thaliana] 

168210 

LIB3234-054-P1-K1-H8 

BLASTX 

gl628583 

639 



22772 



E value 
Match length 
%* identity 
NCBI Description 



4.0e-67 

124 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsi 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168211 

LIB3234-054-P1-K1-H9 

BLASTN 

g3046855 

35 

4.0e-10 

67 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSLl, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168212 

LIB3234-055-P1-K1-A1 

BLASTX 

g2605714 

489 

2.0e-4 9 - 

115 

83 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168213 

LIB3234-055-P1-K1-A10 

BLASTN 

g2351062 

383 

O.Oe+00 

383 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168214 

LIB3234-055-P1-K1-A12 

BLASTN 

g4159712 

156 

2.0e-82 

291 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168215 

LIB3234-055-P1-K1-A2 

BLASTX 

g3850816 

378 

2. Oe-36 



22773 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 
85 

(Y18348) (J2 snRNP auxiliary factor, small subunit [Oryza 
sativa] 

168216 

LIB3234-055-P1-K1-A3 

BLASTN 

g2760165 

59 

2.0e-24 

301 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 


168217 


Seq. ID 


LIB3234-055-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4585989 


BLAST score 


175 


E value 


l.Oe-12 


Match length 


85 


% identity 


48 


NCBI Description 


(AC005287) Hypothetical protein--, [Arabidopsis thaliana] 


Seq. No. 


168218 


Seq. ID 


LIB3234-055-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl345973 


BLAST score 


439 


E value 


l.Oe-43 


Match length 


99 


% identity 


82 


NCBI Description 


OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168219 

LIB3234-055-P1-K1-A8 

BLASTX 

g4704766 

66 

3.0e-26 

124 

46 

(AF131223) protein disulfide isomerase homolog; PDI 
[Datisca glomerata] 

168220 

LIB3234-055-P1-K1-B1 



22774 



iMe unoQ 


oiiM.o i ri 


NCBI GI 


g2842474 


BLAST score 


140 


E vaXue 


J . ue / o 


Match length 


1 cif; 


% identity 


y / 


iN^oi uesci ipcion 


M£/a.IJXUOpoXo Uild J. Xdlla. ULNrt. dlX UlUOoQlllc Hf Dr\\^ CXOne 




vt<ooH.ii project ^ 


Qo/T KTr\ 


X U O ^ ^ X 


O > XL/ 


xixOij^ajri \j -J 'J L X rvx O X 




BLASTX 


NCBI GI 


gll2740 


BLAST score 


260 


E value 


l.Oe-22 


Match length 


115 


% identity 


51 


NCBI Description 


NAPIN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 



>gi_81691_pir ^A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167 
(J02798) napin [Brassica napus] 



Seq. 'No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168222 

LIB3234-055-P1-K1-B12 

BLASTX 

gl711382 

289 

5.0e-26 

97 

48 

SET PROTEIN >gi_940889 (U30470) SET [Drosophila 
melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168223 

LIB3234-055-P1-K1-B2 

BLASTX 

g2129532 

330 

8.0e-31 

93 

71 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA6374 6_ (X934 61) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168224 

LIB3234-055-P1-K1-B3 

BLASTX 

g4006924 

587 

6.0e-61 

129 

88 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 



22775 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168225 

LIB3234-055-P1-K1-B4 

BLASTN 

g4662609 

254 

l.Oe-141 

287 . 
97 

Genomic sequence for Arabidopsis thaliana BAG F10A5, 
complete sequence 

168226 

LIB3234-055-P1-K1-B5 

BLASTN 

g4662609 

258 

l.Oe-143 

287 

98 

Genomic sequence for Arabidopsis thaliana BAG F10A5, 
complete sequence 



Seq. No. 

Seq. ID 

Method - ■ - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1-68227 

LIB3234-055-P1-K1-B6 

BLASTX 

g4734006 

152 

6.0e-10 

62 ' ^ 

48 

(AC007178) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168228 

LIB3234-055-P1-K1-B7 

BLASTN 

g2264306 

304 

l.Oe-170 

336 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK5, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168229 

LIB3234-055-P1-K1-B8 

BLASTX 

g3023848 

612 

6.0e-64 

126 

59 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 {U7'7381) WD-40 repeat protein [Arabidopsis 
thaliana] '■ - 



Seq. No. 



168230 



22776 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3234-055-P1-K1- 

BLASTX 

g498038 

235 

5.0e-20 

85 

58 

(L33792) 



B9 



lipid transfer protein [Senecio odorus] 



168231 

LIB3234-055-P1-K1-C1 

BLASTX 

g498038 

504 

3.0e-51 

127 

76 

(L33792) lipid transfer protein [Senecio odorus] 
168232 

LIB3234-055-P1-K1-C10 

BLASTN 

g4309747 

60 

3.0e-25 

179 

72 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168233 

LIB3234-055-P1-K1-C12 

BLASTN 

g2244991 

195 

l.Oe-105 

389 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



168234 

LIB3234-055-P1-K1-C2 

BLASTX 

g2058311 

410 

3.0e-40 

99 

78 

(X79566) cinnamoyl-CoA reductase 



[Eucalyptus gunnii] 



168235 

LIB3234-055-P1-K1-C3 

BLASTN 

g3449332 

115 

7.0e-58 



22777 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



317 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSF19, complete sequence [Arabidopsis thaliana) 

168236 

LIB3234-055-P1-K1-C4 

BLASTN 

g3641835 

289 

l.Oe-162 

346 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 

168237 

LIB3234-055-P1-K1-C5 

BLASTX 

g4454032 

343 

2.0e-32 

111 

62 

(AL035394) putative protein [Arabidopsis thaliana] 
168238 

LIB3234-055-P1-K1-C6 

BLASTX 

g3461814 

687 

l.Oe-72 

128 

99 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
168239 

LIB3234-055-P1-K1-C7 

BLASTX 

gl526424 

338 

6.0e-32 

79 

82 

(D64140) LEA protein in group 3 [Arabidopsis thaliana] 
168240 

LIB3234-055-P1-K1-C8 

BLASTX 

gl041704 

206 

2.0e-16 

78 

56 

(U30478) expansin At-EXP5 [Arabidopsis thaliana] 



Seq. No. 



168241 



22778 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-055-P1-K1-C9 

BLASTN ' 

g4309747 

372 

O.Oe+00 

376 

39 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168242 

LIB3234-055-P1-K1-D10 

BLASTX 

g3023848 

552 

6.0e-57 

108 

57 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

168243 

LIB3234-055-P1-K1-D11 

BLASTN 

g4586241 

155 

9.0e-82 

218 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone T20K18 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168244 

LIB3234-055-P1-K1-D12 

BLASTX 

g4263771 

283 

3.0e-25 

73 

68 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321.1_AC006436_12 (AC006436) putative 
nonspecific lipid-transf er protein precursor [Arabidopsis 
thaliana] 

168245 

LIB3234-055-P1-K1-D3 

BLASTX 

g3850816 

415 

9.0e-41 

80 

90 

(Y18348) U2 snRNP auxiliary factor, ^mall subunit [Oryza 



22779 



sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168246 

LIB3234-055-P1-K1-D6 

BLASTN 

g4589450 

174 

4 .Oe-93 

370 

96 

Arabidopsis thaliana genomic DNA, 
T31K7, complete sequence 



chromosome 5, PI clone: 



Seq. No. 


168247 


Seq. ID 


LIB3234-055-P1-K1-D7 


rje L.noa 


RT a QTM 




g JUfi 1 \J 1 ^ 


oLiAo 1 score 




E value 


1 . ue X DO 


Match length 


"^"70 
O f KJ 


% identity 


Q A 


inVw^dx uescnption 


rir dJDXUUpo X o LliclXXclIla. OriV-r r^XHiXU 


oeq • LNO . 


1 f,QO AO, 
X DO iC fl O 


Seq. ID 


LIB3234'-055-Pl-Kl-D9 


Method 


BLASTX 




gfizu4i^ii70 


nLiAoi score 


o / o 


E value 


X . ue— oy 




1 9R 
X ^ o 


% identity 


Q Q 
O O 


iNL-oi uescripi-ion 


l/iouuouz / 1 xcx prt seq ino aennxtxon 




[/iraDiaopsxs t.naxxand.j 


Seq. No. 


168249 


Seq. ID 


LIB3234-055-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g4589439 


BLAST score 


237 


E value 


l.Oe-131 


Match length 


305 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, ch] 




MQMl, complete sequence 


Seq. No. 


168250 


Seq. ID 


LIB3234-055-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g267073 


BLAST score 


572 


E value 


3.0e-59 


Match length 


104 


% identity 


100 



NCBI Description 



TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



22780 



Sea No 


168251 


Seq. ID 


LIB3234-055-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g2160132 


BLAST score 


374 


F. v^i 1 lie 


0 Oe+00 


MslT'hi lencri"h 


390 


% identity 


99 


NCBI DescriDtion 


Seaiipncp of BAC F19K23 from Arabidoosi^ t'h^^lirina chromo'^oTnp 




1. cotnolete spaiience FArabidoosis thalianal 


Sea. No. 


168252 


Seq. ID 


LIB3234-055-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


□3327204 


BLAST score 


372 




9.0e-36 


Match length 


128 


% ident i t v 


57 


NCRT He <?r"r 1 irt" "i on 

t.^V^i_f.i. 1^ J- ^ k.>r J. Wll 


fAR014SgSl KTAA069S nrotein fHomo <?an"ipnsl 


Sea No 


168253 


Seq. ID 


LIB3234-055-P1-K1-E4 


Method 


BLASTX ' 


NCBI GI 


a3461828 




186 


R 1 IIP 

I-J VOX 


6 . Oe-14 


M;^"t~r'h 1 enrr1"h 


119 


9; 1 Hpnl" "i i" v 

O J- 1 1 J. ^ ¥ 


36 


NCBI Descriotion 


{ ACQ 04 1 ^ 11 n known orni~e*in FArabi dnr><5 is "hhalianal 


Sea No 


168254 


Seq. ID 


LIB3234-055-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3264778 


BLAST score 


365 


R 1 n e 


6 Oe-35 


M;^"l~ph lenrrth 


123 


% identity 


66 


NCBT Despriotion 


fAP07PS^6^ H— orotein oromoter bindincr factor— 1 f Arabidoo^is 




t ha 1 i ana 1 


Seq . No . 


168255 


Seq. ID 


LIB3234-055-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


646 


E value 


7 . Oe-68 


Match length 


127 


% identity 


98 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana]- >gi_28424 95__emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


168256 


Seq. ID 


LIB3234-055-P1-K1-F12 



22781 



Method 


BLASTN 


NCBI GI 


g3193311 


OLltVO X SCOXc 




E v3Xue 




Krf ^ ^ 1 ir\ 4" 1% 

riaucn xenycn 






1 nn 

X uu . - 


M T ^ o ^> ^ ^ ^ ■*! 

iNcox uescinpt.ion 


riraDiciops X s unaxxana dau r dinxo 


Corr Mn 


J. \J O ^ J / 


Oc^n Tn 
OcCj • ±u 


XtXDO^Ofi Ujj irX fxx r ^ 


Method 


BLASTX 


NCBI GI 


gl480347 




£.\J f 


E vslue 


9 n<a— 1 


rid L on j-cnyLfi 


1 HQ 

X U -? 




d ft 


iNODx uescxriptiori 


^Ai^yfixj^ rerroaoxxn N/iUr oxxaoreauci:ase Lrxsum. sauivuinj 


C7 ■ LN Ihi^ ■ 


X vj o ^ <j o 




XiXOO^O'i UOO irX JaX r J 




RT a CITY 


NCBI GI 


g3193310 


BLAST score 


621 


E vslue 






X O X 


% identity 


Q A 


InV^OX Uc; o L'X xp U X UIl 


\r\c uKjy ou\j } conuaxns 5xiuxxarxL.y uo LNicotxana taDacum nxn 




l(ao,iu/DDJj LAraDiuopsis unaxianaj 




X DO ^ J ^ 


ocCj . X U 


T TR'^9'^4— rm^ — PI — Vl —xri 
XiXDj^jfi UOD irX I\X r / 






LN Vrf O J. \JX 




BLAST score 


671 


E value 


8.0e-71 




1 9R 
X ^ o 


^ xa.enL.xL.y 


1 nn 
X uu 


iNUDX uescrxpLXon 


{Hcuo/oo/} eiuDryo specxxxc prouein x [_/irapxuopsxs tinaxi< 




^'yx fiijox:?/ CULL) l^jxdjdozu . x ^axju jofi fiu ^ eiuDxyo specixxc 




protein x t/\ioxj L/iraDxuopsis unaxianaj 


o c ^ • IN u • 


1 fift9f;n 

± \jO ^ \J\J 


Oc(4 • X U 


T TR'^9'^4 — nf^f^-PI-K"! -Pft 
XiXOJ^04 UOO £rX JaX TO 






NCBI GI 


g3660471 


BLAST score 


301 


Cj V d X LLC 


9 n*a-97 
^ • wc ^ / 


Match lenath 


97 


% identity 


62 


NCBI Description 


(AJ001809) succinate dehydrogenase flavoprotein alpha 




subunit [Arabidopsis thaliana] 


Seq. No. 


168261 


Seq. ID 


LIB3234-055-P1-K1-G1 



Method BLASTN 
NCBI GI g547390 
BLAST score 333 



22782 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



O.Oe+00 

341 

99 

Arabidopsis thaliana TRAP itiRNA, partial cds 
168262 

LIB3234-055-P1-K1-G11 

BLASTN 

g2924731 

330 

O.Oe+00 
381 

97 • 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSI17, complete sequence [Arabidopsis thaliana] 

168263 

LIB3234-055-P1-K1-G2 

BLASTX 

gll07501 

378 

2.0e-36 

119 

66 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 {AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

168264 

LIB3234-055-P1-K1-G3 

BLASTX 

g4204299 

649 

3.0e-68 

126 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168265 

LIB3234-055-P1-K1-G4 

BLASTX 

g2160151 

555 

3.0e-57 

112 

99 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) , [Arabidopsis thaliana] 

168266 

LIB3234-055-P1-K1-G5 

BLASTX 

g4583544 

440 

l.Oe-43 



22783 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
91 

{Z95637) acyl-CoA: l-acylglycerol-3-phosphate 
acyltransferase [Brassica napus] 

168267 

LIB3234-055-P1-K1-H11 

BLASTX 

g3461828 

154 

3.0e-10 

88 

40 

(AC004138) unknown protein [Arabidopsis thaliana] 
168268 

LIB3234-055-P1-K1-H12 

BLASTN 

g2760164 

380 

O.Oe+00 

396 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18P6, complete sequence [Arabidopsis thaliana] 

168269 

LIB3234-055-P1-K1-H2 

BLASTX 

g2342723 

179 

3.0e-13 

104 

36 

(AC002341) unknown protein [Arabidopsis thaliana] 
168270 

LIB3234-055-P1-K1-H5 

BLASTX 

g3292836 

455 

2.0e-45 

94 

99 

(AL031018) gamma-glutamylcysteine synthetase [Arabidopsis 
thaliana] >gi_4262277_gb_AAD14544_ (AF068299) 
gamma-glutamylcysteine synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168271 

LIB3234-055-P1-K1-H7 

BLASTN 

g2564048 

368 

O.Oe+00 

380 

99 

Arabidopsis thaliana genomic DNA, 



chromosome 5, PI clone: 



22784 ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MKD15, complete sequence [Arabidopsis thaliana] 
168272 

LIB3234-055-P1-K1-H8 

BLASTX 

gl864017 

586 

7.0e-61 

112 

99 

{D63396) elongation factor-1 alpha [Nicotiana tabacum] 
168273 

LIB3234-056-P1-K1-A1 

BLASTX 

gll4330 

578 

5.0e-60 

115 

97 

PLASMA MEMBRANE ATPASE 1 (PROTON PUMP) 

>gi_67972_pir PXMUPl H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_16674 6 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 

168274 

LIB3234-056-P1-K1-A10 

BLASTX 

g2289006 

469 

4.0e-47 

106 

88 

{AC002335) glutathione perosidase isolog [Arabidopsis 
thaliana] 



168275 

LIB3234-056-P1-K1-A12 

BLASTN 

g2864607 

166 

2.0e-88 

326 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M6 



168276 

LIB3234-056-P1-K1-A2 

BLASTX 

g2160151 

336 

6.0e-40 

90 

95 

(AC000375) Strong similarity to Brassica aspartic protease 



22785 



(gb_X77260) . [Arabidopsis thaliana) 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq*. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168277 

LIB3234-056-P1-K1-A3 

BLASTN 

g2760164 

386 

O.Oe+00 

394 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K18P6, complete sequence [Arabidopsis thaliana] 

168278 

LIB3234-056-P1-K1-A6 

BLASTN 

g4757401 

137 

5.0e-71 

375 

81 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 

168279 

LIB3234-056-P1-K1-A7 

BLASTX 

gl345973 

570 

5.0e-59 

110 

93 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882__pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi__3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168280 

LIB3234-056-P1-K1-A8 

BLASTN 

g2760164 

209 

l.Oe-114 

251 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K18P6, complete sequence [Arabidopsis thaliana] 

168281 

LIB3234-056-P1-K1-B1 

BLASTX 

g2924784 



22786 



BLAST score 


98 


E value 


1 . ue u J 


Match length 


114 


% Identity 


lo 


N^^iJi uescnpcion 


\r\\^\j\J Oh } s ±Lttj.±cLi. uo jaoiuOfiaue inauciDie protein 




[ Arabidopsis thaliana] 


becj. NO. 


1 DO z o z 






Method 


BLASTX 


NCBI GI 


g3819099 


oixAo 1 scoxe 


^ oo 


E value 


1 . ue z J 


Match length 


1 9Q 

izy 


» 1 4" T ^ t 7 

^ iaenuiL.y 


D 


iNL-Di uescnpLiion 


^Huuu^o^o; copper ainine oxiaase twicer arieuinuinj 


O e ■ LN(J . 


1 fiR9R'^ 


oeq. lU 


T TR'^9'^4— n^fi — PI — Wl — R1 1 
Jj±OjZj*i UOD irl JAX D±± 


Method 


BLASTX 


NCBI GI 


g4650842 


DT ACT" o/-»/^v/:i 


D J D 


E value 


1 . ue — tDo 


Matcn lengtn 


IOC 

1^ b 


^ laenuiny 


D 


NCbi Description 


(AB026185) elongation factor 2 [Lithospermum erythrorhizon 


oeq . INO • 


1 ^fl 9 R 4 
J. OO ^ O 4 


C /-V T Pi 

oec5i xu 


ItlD j^: jfi '"UDD~irl~'r\l~t>Z 


Method 




NCBI GI 


al33872 


BLAST score 


329 


E value 


l.Oe-30 


Match length 


84 


% identity 


73 


NCBI Description 


30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CSl) 




>gi 282838 pir S26494 ribosomal protein SI, chloroplast - 



spinach >gi_322404_pir ^A44121 small subunit ribosomal 

protein CSl, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168285 

LIB3234-056-P1-K1-B3 

BLASTX 

g2961390 

188 

3.0e-14 

47 

79 

{AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



168286 

LIB3234-056-P1-K1-B4 
BLASTN 



22787 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4185128 
162 

5.0e-86 

311 

100 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



168287 

LIB3234-056-P1-K1- 

BLASTX 

g2398679 

460 

5.0e-46 

113 

77 

{Y14797) 
synthase 



B5 



3-deoxy-D-arabino-heptulosonate 7-phosphate 
[Morinda citrifolia] 



168288 

LIB3234-056-P1-K1-B8 

BLAST N 

g2088638 

170 

9.0e-91 

246 

92 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168289 

LIB3234-056-P1-K1-B9 

BLASTX 

g70644 

531 

2.0e-54 

109 

19 

ubiquitin precursor - common sunflower (fragment) 
168290 

LIB3234-056-P1-K1-C10 

BLASTN 

g2828182 

362 

O.Oe+00 

370 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0J9, complete sequence [Arabidopsis thaliana] 

168291 

LIB3234-056-P1-K1-C11 

BLASTN 

g2914688 

182 

5.0e-98 



22788 



Matcn lengtn 


O O Q 


% Identity 


y y 


NCBI Description 


Arabidopsis thaliana chromosoine II BAC F24L7 genomic 




seguence/ complete seguence [Arabidopsis thaliana] 


O XT 

oe(5« NO. 


i DO c, y z 


Seq. ID 


ItinJ^i j4 — UDb—rl — rvl— UIZ 


MetnoG 


bliAb i N 


NCBI GI 


g3406034 


BLAST score 


191 


tj value 


1 . ueiuo 


Match length 


^1 Dl 


% Identity 


y 4 


NCbi Description 


dau r loAi / rrom cnroinosome v containing iiNi at du.d cm, 




complete seguence [Arabidopsis thaliana] 


oeq. NO. 


1 K>0 i? J 


beg. lu 


T TTa'59'5ii— nci^;— D1 — tfl —0 9 


Metnod 


DT 7\ OT^V 

oliAb i A 


NUbl \jl 




bJ-iAoi score 


1 Qn 
1 yu 


E value 


z , ue— 14 


Match length 


114 


% identity 


39 


NCBI Description 


testis enhanced gene transcript 




>gi l/^yoyi Sp FODUDI ihtji nUIXlAN ibtji rKUiblN tihibilb 




ENHANCED GENE TRANbCKIPT) >gi ^loD^o4 pir IJooJ4 TEGT 




(testis enhanced gene transcript) — human 




>gi 4DOD40 emD laado4/z (a/ood1) ihiCji LnOiflO sapiensj 


beg . NO . 


1 9 CkA 

1 Doz y 4 


beg, iu 


T T Q Q O "3 >1 n C: C DT Vl "3 

Li1do^:o4 — Uob— r 1 — J\l— Co 


Method 


BLASTX 


NCBI GI 


gl698690 


DiiAbi score 


^^9 "3 


E value 


4 . ue DO 


Matcn lengtn 


lol 


% identity 


yu 


NCBI Description 


lUb/Ji/) oeta-Ketoacyi-ACr syntnase ii [cupnea wrigntiij 


beg . NO . 


1 9 Q c; 

1 Doz yo 


beg. lu 


lilojZo4-UOD-rl-l\l-U4 


Method 


BLASTX 


NCBI GI 


gl66570 


DixAb i score 


Z JU 


E value 


4 . u e - 1 y 


Match length 


lU J 


% identity 


4 o 


nodI uescripLion 


(L04173) glycine rich protein [Arabidopsis thaliana] 


Corr No 


168296 


Seg. ID 


LIB3234-056-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


155 


E value 


l.Oe-10 


Match length 


87 



22789 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

W Seq. No. 

m Seq. ID 

J Method 

Q NCBI GI 

rf BLAST score 

^ E value 

01 Match length 

s % identity 

NCBI Description 

rt Seq. No. 
^ Seq. > ID 
i=J Method 
□ NCBI GI 

Q BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ' Description 

Seq. No. 



52 

(AL035394) putative protein [Arabidopsis thaliana] 
168297 

LIB3234-056-P1-K1-C6 

BLASTN 

g3927822 

229 

l.Oe-126 

295 

97 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168298 

LIB3234-056-P1-K1-C9 

BLASTX 

g2244979 

374 

8.0e-49 

114 

92 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 

168299 

LIB3234-056-P1-K1-D10 

BLASTN 

g2435510 

299 

l.Oe-167 

388 

93 

Arabidopsis thaliana BAC TM017A05 
168300 

LIB3234-056-P1-K1-D11 

BLASTN 

g4586241 

34 

l.Oe-09 

132 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone T20K18 
(ESSA project) 

168301 

LIB3234-056-P1-K1-D12 

BLASTX 

g3819099 

265 

3.0e-23 

121 

46 

{AJ009825) copper amine oxidase [Cicer arietinum] 
168302 



22790 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-056-P1-K1-D3 

BLASTX 

g3335169 

692 

3.0e-73 

131 

98 

(AF067857) embryo-specif ic protein 1 [Arabidopsis thaliana] 
>gi_4 455197_einb_CAB36520. 1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

168303 

LIB3234-056-P1-K1-D5 

BLASTN 

g4159708 

370 

O.Oe+00 

378 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 



Seq. No. 

Seq. ID^. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168304 

LIB3234-056-P1-K1-D6 

BLASTN 

g4115912 

45 

4.0e-16 

148 

45 

Arabidopsis thaliana BAG F3H7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D90908) DNA 



168305 

LIB3234-056-P1-K1-D7 
BLASTX 
g2501296 
253 

9.0e-22 
118 
41 

DNA GYRASE SUBUNIT B >gi_1652801_dbj_BAA17720_ 
gyrase B subunit [Synechocystis sp.] 

168306 

LIB3234-056-P1-K1-D8 

BLASTX 

g3157937 

562 

5.0e-58 

117 

88 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA7287 34, gb 



22791 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168307 

LIB3234-056-P1-K1-E1 

BLASTN 

g4589439 

186 

l.Oe-100 

270 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQMl, complete sequence 

168308 

LIB3234-056-P1-K1-E10 

BLASTN 

g4220644 

48 

7.0e-18 

261 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID * 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168309 

LIB3234-056-P1-K1-E11 

BLASTX 

gl531762 

170 

4.0e-12 

47 

74 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



168310 

LIB3234-056-P1-K1-E12 

BLASTX 

gl654140 

467 

7.0e-47 

129 

67 

(U37840) lipoxygenase [Lycopersicon esculentum] 
168311 

LIB3234-056-P1-K1-E2 

BLASTX 

gl35467 

590 

3.0e-61 

107 

100 

TUBULIN BETA-4 CHAIN >gi_212954 6_pir S68122 beta-tubulin 4 

- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis -thaliana] 

168312 

LIB3234-056-P1-K1-E4 



22792 



Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g3763944 

116 

2.0e-58 
324 

98 ' ' 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 

168313 

LIB3234-056-P1-K1-E5 

BLASTX 

g82263 

280 

6.0e-25 

62 

81 

ubiquinol~cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 

168314 

LIB3234-056-P1-K1-E6 

BLASTN 

g3869067 

271 

l.Oe-151 

404 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 

168315 

LIB3234-056-P1-K1-E7 

BLASTX 

g4204298 

510 

5.0e-52 

96 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



168316 

LIB3234-056-P1-K1-E8 

BLASTX 

g3522936 

575 

2.0e-59 

118 

97 

(AC004 411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 

168317 

LIB3234-056-P1-K1-F1 

BLASTN 

g2924257 



22793 
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Method 


BLASTX 


NCBI GI 


gl70354 
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Method 


BLASTX 


NCBI GI 


g2829914 
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LNL-DX uescxxpt-xon 


(AC002291) putative peroxidase [Arabidopsis thaliana 




X \J\J O £.\J 


o6Cj . X U 


XiXDOZ-j^ UDD rrX lVX r Z 


Method 


BLASTX 


NCBI GI 


gl335862 


oxtno i. oOL/xc 


U X u 


Cj VdXLl^ 


1 Ho— i^;*^ 

X • Uts DO 
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NCBI GI 


g4199934 


BLAST score 


261 


£j V d _L Lie 


1 Dp-I 4 S 

X ■ U C X *l o 


LudLOll XciiyLll 




^ XLitrllLXLy 
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NPRT n<:i <5 nT 1 ot* "i on 


OCil^^lLlXL' OC*^LtdlL'C XwX raX diJXLltjpo X o LildXXdild Dr\.\^ lDC±Of 
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i. U O J ^ ^ 


Qan TD 
OCV^ • X u 


T.TR'^9'^4-nRfi-Pl-P<'1-rS 

XtXDO^Jfl UOD tX AX EO 


Method 


BLASTX 


NCBI GI 


g226120 


BLAST score 


237 


E value 


7.0e-20 


Match length 


113 


% identity 


42 


NCBI Description 


vicilin gene B [Saguinus oedipus] 



22794 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168323 

LIB3234-056-P1-K1-F6 

BIxASTX . - 

g548847 

387 

2.0e-37 
77 

•99 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_1086182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_225248_prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168324 

LIB3234-056-P1-K1-F9 

BLASTN 

g4713943 

55 

4.0e-22 

156 

90 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence, 



Seq. No. 

Seq. iD 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168325 

LIB3234-056-P1-K1-G1 

BLASTN 

g4454447 

89 

5.0e-43 

93 

99 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168326 

LIB3234-056-P1-K1-G10 

BLASTN 

g4455262 

157 

5.0e-83 

336 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17L22 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168327 

LIB3234-056-P1-K1-G11 

BLASTN 

g3402747 

204 

l.Oe-111 

215 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K22 
{ESSAII project) 



22795 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168328 

LIB3234-056-P1-K1-G12 

BLASTN 

g3402747 

39 

l.Oe-12 

67 

97 

Arabidopsis thaliana DNA chromosome 4, BAG clone T6K22 
(ESSAII project) 

168329 

LIB3234-056-P1-K1-G2 

BLASTX 

gll07501 

204 

2.0e-16 

79 

57 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

168330 

LIB3234-056-P1-KI-G4 

BLASTN 

g4206762 

124 

2.0e-63 

234 

92 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

168331 

LIB3234-056-P1-K1-G5 

BLASTN 

g4678266 

48 

4.0e-18 

115 

91 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAG clone F15B8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168332 

LIB3234-056-P1-K1-G7 

BLASTN 

g4468103 

382 

O.Oe+00 

390 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone M3E9 
(ESSA project) 



22796 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168333 

LIB3234-056-P1-K1-G8 

BLASTX 

g4510397 

649 

3.0e-68 

127 

97 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
168334 

LIB3234-056-P1-K1-G9 

BLASTX 

g2924514 

422 

l.Oe-41 

82 

98 

(AL022023) protein kinase-like [Arabidopsis thaliana] 
168335 

LIB3234-056-P1-K1-H1 

BLASTX 

g4510397 

'702 

2.0e-74 

132 

99 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
168336 

LIB3234-056-P1-K1-H10 

BLASTN 

g4455262 

375 

O.Oe+00 

383 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone F17L22 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168337 

LIB3234-056-P1-K1-H11 

BLASTN 

g3402745 

116 

l.Oe-58 

204 

89 

Arabidopsis thaliana DNA chromosome 4, BAG clone F18E5 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168338 

LIB3234-056-P1-K1-H12 

BLASTX 

g4415934 

150 



22797 



E value 
Match length 
% identity 
NCBI Description 



7.0e-10 

87 

45 

(AC006418) putative auxin response factor 1 
thaliana] 



[Arabidopsis 





Coo Mn 


168339 




Seq. ID 


LIB3234-056-P1-K1-H2 




Mot" hi^H 


BTiASTX 




In O X \J ±. 


a4558592 




BLAST score 


481 




F. v;^ 1 HP 

ILl V CI ^ 


2 . Oe-48 




Match length 


129 




% identity 


75 




NCBI Description 


(AC006555) hypothetical protein 






X U O J *1 u 




Seq. ID 


T.TR'^2'^4-nSfi-Pl-Kl -H"^ 

XJXOoJ^aJ*! U>JU JTX £\X rio.^ 




IMC 


RT.A9TX 












74 




V d X LLC 


2 Op-22 




Match length 


122 




% identity. 


64. 




NCBI Description 


(AC006555) hypothetical protein 




Seq. No. 


168341 




Seq. ID 


LIB3234-056-P1-K1-H5 




Method 


BLASTX 




NCBI GI 


g481131 




BLAST score 


563 


y = 


E value 


4.0e-58 




Match length 


108 




% identity 


100 




NCBI Description 


sucrose transport protein SUC2 ■ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_407 092_emb_CAA53150_ (X75382) sucrose-proton symporter 
[Arabidopsis thaliana] 

168342 

LIB3234-056-P1-K1-H6 

BLASTX 

g2827529 

347 

8.0e-33 

114 

69 

(AL021633) putative protein [Arabidopsis thaliana] 
168343 

LIB3234-057-P1-K1-A10 

BLASTX 

gl345973 

398 

8.0e-39 

94 

79 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 



22798 



>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ {D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168344 

LIB3234-057-P1-K1-A3 

BLASTN 

g4469002 

218 

l.Oe-119 

246 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T29A15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168345 

LIB3234-057-P1-K1-A4 

BLASTN 

g2351068 

368 

O.Oe+00 

372 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRHIO, complete sequence [Arabidopsis thaliana] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168346 

LIB3234-057-P1-K1-A5 

BLASTX 

g2499973 

385 

3.0e-37 

95 

83 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
>gi_14 65366_emb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 

168347 

LIB3234-057-P1-K1-A7 

BLASTX 

g3822036 

289 

5.0e-26 

124 

47 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 



Seq. No. 168348 

Seq. ID LIB3234-057-P1-K1-A8 

Method BLASTX 

NCBI GI g4490333 



22799 



BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



Seq. 'No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



401 

3.0e-39 

92 

86 

(AL035656) EF-Hand containing protein-like [Arabidopsis 
thaliana] 

168349 

LIB3234-057-P1-K1-A9 

BLASTX 

gl592677 

289 

5.0e-26 

103 

60 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 
168350 

LIB3234-057-P1-K1-B1 

BLASTX 

g266989 

475 

7.0e-48 

125 

75 

GTP-BINDING PROTEIN SARIB >gi_322517_pir S28 603 

GTP-binding protein - Arabidopsis thaliana >gi_166734 
(M95795) GTP-binding protein [Arabidopsis thaliana] 

168351 

LIB3234-057-P1-K1-B10 

BLASTX 

g2842481 

177 

6.0e-13 
107 
.46 

(AL021749) extensin-like protein [Arabidopsis thalianal 
168352 

LIB3234-057-P1-K1-B12 

BLASTN 

g2924257 

54 

2.0e-21 

200 

94 

Tobacco chloroplast genome DNA 
168353 

LIB3234-057-P1-K1-B2 

BLASTX 

g2769642 

514 

2.0e-52 

125 

75 



22800 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z97215) nine-cis-epoxycarotenoid dioxygenase [Lycopersicon 
esculentum] 

168354 

LIB3234-057-P1-K1-B3 

BLASTX 

g3808062 

143 

7.0e-09 

61 

44 

(AB019195) PVlOO [Cucurbita maxima] 
168355 

LIB3234-057-P1-K1-B4 

BLASTN 

g2244747 

344 

O.Oe+00 

379 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

168356 

LIB323'4-057-Pl-Kl-B6 

BLASTX 

gl362003 

635 

l.Oe-66 

125 

98 

protein phosphatase 2A B regulatory chain 55K - Arabidopsis 
thaliana >gi_710330 (U18129) 55 kDa B regulatory subunit of 
phosphatase 2A [Arabidopsis thaliana] 

168357 

LIB3234-057-P1-K1-B7 

BLASTN 

g4314374 

229 

l.Oe-126 

323 

25 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168358 

LIB3234-057-P1-K1-B9 

BLASTX 

g3600054 

478 

3.0e-48 

109 

84 

(AF080120) No definition line found [Arabidopsis thaliana] 



22801 





X 00 J J J 






Method 


BLASTX 


NCBI GI 


g2511725 






E*' V3lue 


J . ue DO 




X ^ ft 




1 no 

X U \j 




irtruzx^j/j cacaxBse X i/vraDxuopsis tnaxianaj 




X u 0 U 


> J. 


XiXDJ^04 UJ / tX I\X OXX 




RT.A^TN 

OXir^O J. IN 


NCBI GI 


g3510347 


BLAST score 


288 
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Ej VctJ-UC? 


X . uexDX 




J / 0 
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X u u 


iNV_rOX L/C 0 ^X X^ L. X Vjl 1 


rtx eiijxdops X 5 Lnaxxana yenouixc uiMA^ cnroiuosonie ir± c 




rJouiX/ compxeLe sequence [AraDiaopsis L.naxia.naj 


0 C U • U • 


X U O O U X 


0 • X 


LiXDO^O'i \JD f t X JaX L<-X^ 


Method 


BLASTX 


NCBI GI 


g4539466 


OXtraO 1 j\^\Jl.Kz 


X i/U 


sit VciXUc 


9 Ho— 1 4 

^ . ue X 4 


ria ten xengLfi 
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^ xuciiuxcy 
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LNV_/DX LJc 0 \_X X^ L X vjl 1 


\/\xiu ft y Duu ; puL-acxve prouexn [Kra,Dxaopsis Lna.xiana.j 




X OO O 


O^V^ • XL/ 


T TR'^9'^4— n^7 — PI— Pfl — P9 
XiXd0^04 L/O / IT X JaX 




RT.ASTN 


NCBI GI 


g3242700 


BLAST score 


293 


^ V ct X Lie 


1 Ho-I fid 


tMatcn xeny un 


-3 / / 


75 xvj.crit.xt.y 




iNv^OX L/C 0 OX X^ L, XL/Il 


rt.x cijjxciops xs triaxxana cnroiuosoiiie XX Di\\^ e^odd genoiiixc 




sequence/ coinpxeTi.e sequence LAraDXQopsxs Lna.xxanaj 


0 C L^ > IN vj . 


X DO O DO 


OCL^ • XL-' 


XiXOO^Ofi \J D I irX J\X 


Method 


BLASTN 


NCBI GI 


g4589950 ■ - 


BLAST score 


179 


U vox Lie 


•.J . w c _? u 


L'idLL'ii xciiytii 


o o -J 


IS xuciiuxuy 


-? ft 


NCBI Description 


Arabidoosis thalians phrorno<?OTnp TT RAP T9RP1 fT*annnTi ( 




sequence, complete sequence 


Seq. No. 


168364 


Seq. ID 


LIB3234-057-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3236248 



22802 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ' ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



545 

5.0e-56 

124 

84 

{AC004 584) unknown protein [Arabidopsis thaliana] 
168365 

LIB3234-057-P1-K1-C7 

BLASTN 

g2924257 

30 

3.0e-07 

148 

91 

Tobacco chloroplast genome DNA 
168366 

LIB3234-057-P1-K1-C8 

BLASTX 

g3913437 

613 

5.0e-64 

123 

95 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_14 02875_emb__CAA66825_ {X98130) RNA helicase 
[Arabidopsis thaliana] >gi_1495271_einb_CAA66613_ {X97970) 
RNA helicase [Arabidopsis thaliana] 

168367 

LIB3234-057-P1-K1-C9 

BLASTN 

g3046855 

48 

6.0e-18 

271 

83 

Arabidopsis thaliana genomic DNA, chromosome -3,. PI clone: 
MSLl, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



168368 

LIB3234-057-P1-K1-D10 

BLASTX 

gl22781 

267 

2.0e-23 

70 

71 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORE 229) 

>gi_82210_pir A05198 hypothetical protein 229 - common 

tobacco chloroplast >gi_11844_emb_CAA77364_ {Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225212_prf 1211235AT ORE 229 [Nicotiana tabacum] 

168369 

LIB3234-057-P1-K1-D12 
BLASTX 



22803 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129653 
286 

l.Oe-25 

125 

58 

myosin heavy chain MYA2 
>gi_4 9 9 0 4 7_emb_CAA8 4 0 6 6_ 
thaliana] 



- Arabidopsis thaliana 
(Z34293) myosin [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168370 

LIB3234-057-P1-K1-D3 

BLASTX 

g4321496 

149 

9.0e-37 

122 

66 

(AF049898) gibberellin 20-oxidase-l; 20ox-l [Lycopersicon 
esculentum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168371 

LIB3234-057-P1-K1-D4 

BLASTX 

g4582446 

499 

l.Oe-50 

123 

78 

(AC007071) 
thaliana] 



putative RING finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168372 

LIB3234-057-P1-K1-D5 

BLASTX 

gll6527 

514 

2.0e-52 

112 

87 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORF 196) 
>gi_1143166 {U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_emb_CAA77422_ (Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabacum] 

168373 

LIB3234-057-P1-K1-D6 

BLASTX 

g4490333 

82 

2.0e-49 

124 

85 

(AL035656) EF-Hand containing protein-like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



168374 

LIB3234-057-P1-K1-D7 



22804 



Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g2924257 

68 

8.0e-30 

214 

91 

Tobacco chloroplast genome DNA 
168375 

LIB3234-057-P1-K1-D9 

BLASTX 

g4204298 

545 

5.0e-56 

104 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168376 

LIB3234-057-P1-K1-E1 

BLASTX 

g2244835 

300 

2.0e-30 

71 

100 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 

168377 i 

LIB3234-057-P1-K1-E10 

BLASTN 

g2494106 

189 

l.Oe-102 

335 

91 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

168378 

LIB3234-057-P1-K1-E11 

BLASTN 

g4220645 

126 

2.0e-64 

366 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYA6/ complete sequence [Arabidopsis thaliana] 

168379 

LIB3234-057-P1-K1-E12 

BLASTX 

gll70503 

407 

7.0e-40 



22805 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



81 
96 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

168380 

LIB3234-057-P1-K1-E2 

BLASTX 

g2623303 

118 

5.0e-06 

119 

75 

(AC002409) putative cytochrome P450 [Arabidopsis thaliana] 
168381 

LIB3234-057-P1-K1-E4 

BLASTX 

gl864017 

548 

2.0e-56 

106 

98 

{D63396) :elongat ion factor— 1 alpha [Nicotiana tabacuin] 
168382 

LIB3234-057-P1-K1-E5 

BLASTX 

g4519671 

224 

2.0e-18 

69 

70 

(AB017693) transfactor [Nicotiana tabacum] 
168383 

LIB3234-057-P1-K1-E6 

BLASTN 

g4757401 

369 

O.Oe+00 

381 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 

168384 

LIB3234-057-P1-K1-E7 

BLASTN 

g3075383 

348 

O.Oe+00 

375 

98 



22806 



NCBI Description 



Arabidopsis thaliana chromosome II BAC T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168385 

LIB3234-057-P1-K1-E8 

BLASTX 

g2244749 

549 

2.0e-56 

106 

98 

(Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 
168386 

LIB3234-057-P1-K1-E9 

BLASTX 

gl864017 

547 

3.0e-56 

109 

96 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
168387 

LIB3234-057-P1-K1-F1 - " 

BLASTN 

gl931636 

14 4 

3.0e-75 

351 

85 

Arabidopsis thaliana BAC T19D16 genomic sequence 
168388 

LIB3234-Q57-P1-K1-F11 

BLASTX 

gl755162 

625 

2.0e-65 

122 

97 

{U75192) germin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method. 



168389 

LIB3234-057-P1-K1-F12 

BLASTN 

g2583106 

259 

l.Oe-144 

356 

93 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168390 

LIB3234-057-P1-K1-F3 
BLASTX 



22807 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129642 
600 

2.08-62^ 

116 

95 

major latex protein type 3 - Arabidopsis thaliana 
>gi_11074 95_einb_CAA63027_ (X91961) major latex protein 
types [Arabidopsis thaliana] 

168391 

LIB3234-057-P1-K1-F4 

BLASTX 

g2642430 

207 

2.0e-16 

37 

100 

(AC002391) putative AP2 domain containing protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168392 

LIB3234-057-P1-K1-F5 

BLASTX 

gll2743 

651 

2.0e-68 

122 

98 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
{Z2474 4) 2S albumin isoform 4 [Arabidopsis thaliana] ~ 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

168393 

LIB3234-057-P1-K1-F6 

BLASTX 

g3860277 

434 

5.0e-43 

86 

98 

{AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604__ {AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 

168394 

LIB3234-057-P1-K1-F8 

BLASTX 

g2129659 

289 

5.0e-26 

91 

64 

oleosin, isoform 21K - Arabidopsis thaliana >gi 725260 



22808 



(L40954) oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168395 

LIB3234-057-P1-K1-F9 

BLASTX 

g4106930 

69 

5.0e-20 

80 

66 

{AF114794) succinate: cytochrome c oxidoreductase subunit 
[Porphyra purpurea] 

168396 

LIB3234-057-P1-K1-G1 

BLASTN 

g4691223 

140 

8.0e-73 

383 

98 

Arabidopsis thaliana DNA chromosome 3, BAG clone F4F15 
(ESSA project) 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



168397 

LIB3234-057-P1-K1-G10 

BLASTX 

g2827529 

280 

5.0e-25 

80 

78 

(AL021633) putative protein [Arabidopsis thaliana] 
168398 

LIB3234-057-P1-K1-G2 

BLASTX 

g2832625 

213 

4.0e-17 

62 
63 

(AL021711) putative protein [Arabidopsis thaliana] 
168399 

LIB3234-057-P1-K1-G4 

BLASTN 

g4432793 

145 

8.0e-76 

165 

97 

Arabidopsis thaliana chromosome II BAG T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168400 

LIB3234-057-P1-K1-G5 



22809 



Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTN 

g2739359 

73 

8.0e-33 

200 

86 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168401 

LIB3234-057-P1-K1-G6 

BLASTX 

g4432845 

145 

3.0e-09 

63 

56 

(AC006283) unknown protein [Arabidopsis thaliana] 
168402 

LIB3234-057-P1-K1-G8 

BLASTN 

g3985957 

367 

0. 0e+00 
371 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYN8, complete sequence [Arabidopsis thaliana] 

168403 

LIB3234-057-P1-K1-G9 

BLASTX 

g3023799 

157 

l.Oe-10 

63 

48 

DIHYDRbNEOPTERIN ALDOLASE (DHNA) >gi__1118003 (U40768) 
dihydroneopterin aldolase [Staphylococcus haemolyticus] 

>gi_1586495_prf 2204217C dihydroneopterin aldolase 

[Staphylococcus haemolyticus] 

168404 

LIB3234-057-P1-K1-H10 

BLASTN 

g2160132 

92 

3.0e-44 

231 

86 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

168405 

LIB3234-057-P1-K1-H11 
BLASTX 



22810 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g860891 
456 

l.Oe-45 

92 

95 

(X87636) PSII ■ cytochome b559 alpha chain (Beta vulgaris] 
>gi_8 60897_emb_CAA60972_ (X87637) PSII cytochrome b599 
alpha chain [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168406 

LIB3234-057-P1-K1-H12 

BLASTN 

g2656032 

192 

l.Oe-104 

318 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZF18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168407 

LIB3234-057-P1-K1-H2 
BLASTX 
gl345973 
421 

2.0e-41 
95 
81 

OMEGA-3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi__11977 95_dbj_BAA05514_ (D26508 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



ENDOPLASMIC RETICULUM 
fatty acid desaturase 



EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168408 

LIB3234-057-P1-K1-H3 

BLASTN 

g4220641 

234 

l.Oe-129 

361 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUL3, complete sequence [Arabidopsis thaliana] 



PI clone; 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168409 

LIB3234-057-P1-K1-H4 

BLASTX 

g544012 

206 

3.0e-16 

113 

40 



22811 



NCBI Description 



Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BASIC ENDOCHITINASE >gi_487030_pir S37341 chitinase (EC 

3.2.1.14) chil4 - tomato (fragment) 

>gi_388509_emb_CAA78843_ (Z15138) chitinase [Lycopersicon 
esculentum] 

168410 

LIB3234-057-P1-K1-H5 

BLASTX 

gll6343 

206 

3.0e-16 

101 

41 

BASIC ENDOCHITINASE PRECURSOR 
168411 

LIB3234-057-P1-K1-H7 

BLASTN 

g4199934 

261 

l.Oe-145 

355 

92 

Genomic sequence for Arabidopsis thaliana BAC T3P18,- 
complete sequence [Arabidopsis thaliana] 

168412 

LIB3234-057-P1-K1-H8 

BLASTX 

g4588001 

523 

2.0e-53 

124 

77 

(AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 

168413 

LIB3234-057-P1-K1-H9 

BLASTX 

g2135333 

268 

l.Oe-23 

108 

48 

Hep27 .protein - human >gi_1079566 (U31875) Hep27 protein 
[Homo sapiens] 

168414 

LIB3234-058-P1-K1-A10 

BLASTN 

g2264302 

204 

l.Oe-111 

375 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



22812 



MAC12, complete sequence [Arabidopsis thaliana] 





X O O ri J. ^ 


Seq. ID 


LIB3234-058-P1-K1-A11 


Method 


BLASTN 






DixHoJ. score 




E value 


z . ue~ y z 






* T A 4* 1 ^ t / 

^ iaenL.iL.y 


y 0 


iN^rJX uesciiption 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




rjiN/io / couipieue sequence [AraoiQopsis tnaiianaj 


Seq. No. 


168416 


Seq. ID 


LIB3234-058-P1-K1-A12 


fJti L.I10Q 


OJLtfiO i A 




on a onn 
g4zU4iz / / 


dj_lH.o i score 


D Jo 


r XT 3 T 1 1 

Hi Vci±US 


J . ue o o 


Match lenqth 


1 n Q 
1 u y 


% identity 




iNcrsi uesciipuion 


(AC00414 6) Hypothetical protein [Arabidopsis thaliana] 


oeq . vio . 


1 ^^P il 1 7 
1 O 0 fi X / 




Li±DO ^ 0*i \JDO tl JaI riZ 


Method 


BLASTX 


NCBI ,GI 


gl35858 


BLAST score 


263 


E value 


5.0e-23 


Match length 


52 


% identity 


100 


NCBI Description 


TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 




>gi 99760 pir S22201 tonoplast intrinsic protein alpha ■ 




Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 



tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168418 

LIB3234-058-P1-K1-A3 

BLASTN 

g3426033 

251 

l.Oe-139 

375 

98 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168419 

LIB3234-058-P1-K1-A4 

BLASTN 

g2191126 

143 

8.0e-75 
179 
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% identity 

NCBI Description 



96 

Arabidopsis thaliana BAG IG002N01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168420 

LIB3234-058-P1-K1-A5 
BLASTN 

g4539415 * 
374 

O.Oe+00 

374 

72 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
project) 



(ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168421 

LIB3234-058-P1-K1-A6 

BLASTN 

g3176694 

376 

O.Oe+00 

380 

100 

Arabidopsis thaliana chromosome I BAG T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168422 

LIB3234-058-P1-K1-A7 

BLASTN 

g4027862 

245 

l.Oe-135 

297 

98 

Arabidopsis thaliana chromosome 1 BAG T7A14 sequence, 
complete sequence [Arabidopsis thaliana] 

168423 

LIB3234-058-P1-K1-A8 

BLASTX 

gll07501 

388 

l.Oe-37 

111 

71 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 {AG004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

168424 

LIB3234-058-P1-K1-B1 

BLASTN 

g2264307 

49 

2.0e-18 

101 

88 
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NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168425 

LIB3234-058-P1-K1-B11 . 

BLASTX 

gl346523 

386 

2.0e-37 

78 

94 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) 

>gi_1084428_pir S49491 methionine adenosyltransf erase (EC 

2.5.1.6) - garden petunia >gi_559506_emb_CAA57696_ {X82214) 
methionine adenosyltransf erase [Petunia x hybrida] 

168426 

LIB3234-058-P1-K1-B12 

BLASTN 

g2827513 

79 

2.0e-36 
155 

88 . 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 

168427 

LIB3234-058-P1-K1-B2 

BLASTX 

g2244837 

623 

3.0e-65 

123 

100 

(Z97337) proteasome chain protein [Arabidopsis thaliana] 
>gi_2511572_emb_CAA73618.1_ (Y13175) multicatalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421114 (AF043535) 
20S proteasome beta subunit PBD2 [Arabidopsis thaliana] 

168428 

LIB3234-058-P1-K1-B4 

BLASTX 

g2493696 

322 

7.0e-30 

86 

67 

HYPOTHETICAL 21.5 KD PROTEIN (ORF 185) >gi_1480440 (U34204) 
ORF185; hypothetical 21.4 kD protein [Brassica oleracea] 

168429 

LIB3234-058-P1-K1-B5 

BLASTN 

g4510392 

350 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length * 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

378 

99 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

168430 

LIB3234-058-P1-K1-B6 

BLASTN 

g4191760 

261 

l.Oe-145 

285 

54 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 

168431 

LIB3234-058-P1-K1-B8 

BLASTX 

gl20675 

454 

2.0e-4 5 

104 

84 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE,-- CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_2114 3_emb_CAA2784 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

168432 

LIB3234-058-P1-K1-B9 

BLASTX 

gl402904 

515 

l.Oe-52 

99 

97 

{X98313) peroxidase [Arabidopsis thaliana] 
168433 

LIB3234-058-P1-K1-C11 

BLASTX 

g4835234 

407 

7,0e-40 

82 

100 

(AL049862) 
thaliana] 



putative cold acclimation protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168434 

LIB3234-058-P1-K1-C12 

BLASTX 

g2459446 

540 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E v^lue 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-55 

127 

84 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
tnaliana] ^ 

168435 

LIB3234-058-P1-K1-C2 

BLASTX 

g3915847 

379 

l.Oe-36 

83 

89 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

168436 

LIB3234-058-P1-K1-C6 

BLASTN 

g2828180 

37 

2.0e-ll 

252 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDK4, complete sequence [Arabidopsis thaliana] 



PI clone-: 



168437 

LIB3234-058-P1-K1-C7 

BLASTN 

g4512656 

142 

5.0e-74 

325 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

168438 

LIB3234-058-P1-K1-C8 

BLASTX 

g4455323 

648 

4 .Oe-68 

126 

99 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 

168439 

LIB3234-058-P1-K1-C9 

BLASTN 

gl6231 

80 

l.Oe-37 
96 
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% identity 96 

NCBI Description Arabidopsis CRAl gene for 12S seed storage protein 

>gx 166675_gb_M37247_ATHCRAlAA A.thalianJ 12S storaae 
protein CRAl gene, exons 1-4 storage 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



168440 

LIB3234-058-P1-K1-D1 
BLASTX 
g4510397 
634 

2.0e-66 
139 
89 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
168441 

LIB3234-058-P1-K1-D10 
BLASTX 

g3250696 
198 

2.0e-15 
70 

26 ■ ' 

(AL024486) putative protein [Arabidopsis thaliana] 
168442 

LIB3234-058-P1-K1-D11 
BLASTX 

g3250696 
226 

l.Oe-18 

92 
27 

(AL024486) putative protein [Arabidopsis thaliana] 
168443 

LIB3234-058-P1-K1-D12 
BLASTX 

gl694976 
290 

3.0e-26 
85 
71 

(Y09482) HMGl [Arabidopsis thaliana] 
ihllllll'^^^^^ ^^^'''^^ P-^t-i- [Arabidopsis 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168444 

LIB3234-058-P1-K1-D3 

BLASTX 

gl35858 

501 

7.0e-51 

120 

82 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 
>gi_99760_pir_S22201 tonopiast intrinsic ^Joiein alpha 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



Arabidopsis thaliana >gi_16182_emb_CAA45114 (X63551) 
tonoplast intrinsic protein: alpha-TIP (AraT [Arabidopsis 
thalxana] >gx_166623 (M84343) tonoplast intrinsic pro^eJS 
[Arabidopsis thaliana] >gi_4 4 5128_prf 1908432A tonoplast 
intrinsic protein alpha [Arabidopsis thaliana] 

168445 

LIB3234-058-P1-K1-D4 
BLASTX 
gll9350 
549 

2.0e-56 
107 
97 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi 81608 pir JQ1187 
phosphopyruvate hydratase (EC 4.2.1.11)"- Arabido^is 
thaliana >gi_l 627 l_eirlD_CAA4 1114 (X58107) enolase 
[Arabidopsis thaliana] 

>gi 4581151_gb_AAD24635.1_AC006919_13 '(AC006919) enolase 
2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

168446 

LIB3234-058-P1-K1-D5 " 

BLASTX 

gl20667 . 

471 

2.0e-47 

105 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi 81622_pir_jQl287 glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi 166710 . (M64119) glyceraldehyde-3-phosphate 
.dehydrogenase [Arabidopsis thaliana] , 

168447 

LIB3234-058-P1-K1-D6 

BLASTN 

g3068702 

95 

6.0e-46 

95 

100 

^^f^^f"'^^''^ thaliana putative transmembrane protein Glp 
(AtGl), putative nuclear DNA-binding protein G2p fAtG2T 
Eml protein (ATEMl) , putative chlorophyll syn^hetiJe^ ' 
(AtG4), putative transmembrane protein G5p (AtG5), put 

168448 

LIB3234-058-P1-K1-D8 

BLASTX 

gl352463 

490 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-49 
109 
88 

MYO- I NOS I TOL-1- PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase lArabidopsis 
thaliana] 

168449 

LIB3234-058-P1-K1-D9 

BLASTN 

g3985957 

247 

l.Oe-136 

381 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYN8, complete sequence [Arabidopsis thaliana] 

168450 

LIB3234-058-P1-K1-E10 

BLASTX 

gl402904 

4 63 

8.0e-67 
127 
' 96 

(X98313) peroxidase [Arabidopsis thaliana] 
168451 

LIB3234-058-P1-K1-E12 

BLASTN 

g4006885 

308 

l.Oe-173 

383' 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

168452 

LIB3234-058-P1-K1-E2 

BLASTX 

g3834314 

580 

4.0e-60 

123 

91 

(AC005679) Similar to gene piOlO glycosyltransf erase 
gi_2257490 from S. pombe clone 1750 gb_AB004534. ESTs 
gb_T4 607 9 and gb_AA394 4 66 come from this gene. [Arabidops 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168453 

LIB3234-058-P1-K1-E3 

BLASTX 

gl695719 

165 



22820 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



l.Oe-11 
77 

57 • 

(D89342) luminal binding protein [Arabidopsis thaliana] 
168454 

LIB3234-058-P1-K1-E4 

BLASTX 

g4158219 

188 

3.0e-14 

58 

66 

(Y18623) amylogenin [Oryza sativa] 
168455 

LIB3234-058-P1-K1-E5 

BLASTX 

g4204299 

553 

6.0e-57 

108 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168456 

LIB3234-058-P1-K1-E6 

BLASTX 

g2961390 

455 

2.0e-45 

107 

84 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

168457 

LIB3234-058-P1-K1-E8 

BLASTX 

gl35858 

276 

2.0e-24 

54 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

168458 

LIB3234-058-P1-K1-F1 

BLASTX 

gl718097 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



352 

2.0e-33 

101 

61 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 

(41 KD ACCESSORY PROTEIN) (DVA41) >gi__626048_pir ^A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 
ATPase subunit DVA41 [Dictyostelium discoideum] 

168459 

LIB3234-058-P1-K1-F10 

BLASTX 

gl345973 

668 

2.0e-70 

116 

100 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis r 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168460 

LIB3234-058-P1-K1-F11 

BLASTN 

g3869073 

383 

O.Oe+00 

383 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKN22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168461 

LIB3234-058-P1-K1-F3 

BLASTX 

g4559339 

494 

4.0e-50 

127 

78 

(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 

168462 

LIB3234-058-P1-K1-F6 

BLASTN 

gl931636 

365 

O.Oe+00 
389 
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% identity 

NCBI Description 



98 

Arabidopsis thaliana BAC T19D16 genomic sequence 



Seq. No. 


168463 




T.TR'^?'^4-nSft-Pl -Kl -F7 


iTie t fiou 






y*i*jx*iju^ 




X X' 




4 . Oe-52 




i. X J 


9c -i Hpnt" i t V 

O J. 1 1 U. X ^ 


94 




fAPnnfi'^4n\ h\/riot"hp1"i p^^l OT*n1"Pin f AtaHi Hons i «5 i"h;5ll;^nAl 


Seq. No. 


168464 


Seq. ID 


LIB3234-058-P1-K1-F8 




BLASTN 


NPRT C^T 


rf4 SI ^fiSfi 


JD iJ-TiO 1 O w i. c 


^ u o 




0 np+nn 


i\iciL.oii xfcjiiyuii 


J O \J 


^ iUciiuxuy 




INx^OX O v^X X^ L, X Wll 


A hi Hoo<^ 1 c; "hhali^in;^ plTromo'=?omp TT RAP P7m Q Cfpnomip 






Seq. No. 


168465 


Seq. ID 


LIB3234-058-P1-K1-G1 


fJc LllUtJ. 


RT.aQTY 
OXltIO X A. 


KFPRT m 


rr^l 7 fi7nft 


I3ij/\0 i scoxe 


4 1 n 

4 X U 


E value 


4 np-4n 


lYlaUCfl XenyL.ll 


ft n 

0 VJ 


t5 xuenLxuy 


Q7 


INV^IjX Lt'C O ^X X^ U X ^^11 






"hhal 1 ;5n^l 

L-llClXXClllCl J 


Seq. No. 


168466 


Seq. ID 


LIB3234-058-P1-K1-G10 


Mot" h oH 


RT.A*^TN 

LJ ±jn.kj X LN 


NPRT HT 

In D X OX 


n44S4SfiS 


RT ZXQT c-noTP 


133 


F* 1 np 

H) V CI X 


1 Oe-68 


Ma+"r^H 1 on<^1~h 
L^ldULoll xdiyuii 


377 


^ XUCllL-XL-y 


91 


NPRT Dp <! r* T "i oi" "i on 


Aypih 1 Hods 1 *^ thp^li^^na RAC Tl ^r)4 fTnvn ohTomosome TV near 




cM/ complete sequence 


9po Mo 


168467 


Seq. ID 


LIB3234-058-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g4063730 


BLAST score 


201 


E value 


l.Oe-109 


Match length 


355 


% identity 


89 


NCBI Description 


Arabidopsis thaliana BAC F21J6 from chromosome V, 




containing KNAT3 and mapping near 60.5 cM, complete 




sequence [Arabidopsis thaliana] 
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oeq, WO. 


1 glQ A CO 
1 DO 4 DO 




Seq. ID 


LIB3234-058 


-P1-K1-G12 


Method 


BLASTX 




INCox OX 


rtA QQ fi4 




dLi/io i SCOie 






E value 


D . ue" Dft 










% identity 


0 / 




NUnx uescnpLion 


\/\uuu / X oy ; 


aexca y ue; 




X \J 0 1 vJ ^ 






XiXOO^.J*3 u >j 0 


—PI -K^ -n9 

■t X I\X 


Method 


BLASTN 




NCBI GI 


g4376087 




OJ-tnO 1 oL«wXc 


^ D 0 




E vslue 


X , ue X 41 0 




^ ^ r*\ 1 ^ 4* 

riai-cn xengLn 


Q "5 
JO J 










LNk^DX uescxTipuion 


HxaDxaopsxs 


thaliana ! 




fragment No 




C • LN ^ • 


X u 0 1 f VJ 




Seq. ID 


LIB3234-058 


-PI-KI7G3 


Method 


BLASTX 




NCBI GI 


gl809127 




BLAST score 


303 




E value 


l.Oe-27 




Match length 


115 




% identity 


50 





ESSA I AP2 contig 



NCBI Description 



(U77674) terminal flower 1 [Arabidopsis thaliana] 
>gi_2208929_dbj_BAA20483_ {D86932) terminal flowerl 
[Arabidopsis thaliana] >gi_2208 931_dbj_BAA20484_ (D87130) 
terminal flowerl [Arabidopsis thaliana] 
>gi_2208933_dbj_BAA204 85_ {D87519) terminal flowerl 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168471 

LIB3234-058-P1-K1-G4 

BLASTX 

g3548815 

662 

9.0e-70 

122 

99 

(AC005313) similar to axoneme-associated protein mstlOl 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168472 

LIB3234-058-P1-K1-G6 

BLASTX 

g2583125 

653 

l.Oe-68 

130 

100 

(AC002387) putative transketolase precursor [Arabidopsis 



22824 



thaliana] 



Seq. No- 
Seq. ID 
Method 
NCBI GI 
BLAST score 

value 
Match length 
% identity 
NCBI Description 



168473 

LIB3234-058-P1-K1-G8 

BLASTX 

g2961390 

651 

2.06-68 

121 

100 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168474 

LIB3234-058-P1-K1-G9 

BLASTX 

g541847 

656 

4.0e-69 

125 

98 

alcohol dehydrogenase (EC 1.1.1.1) 



- Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168475 

LIB3234-058-P1-K1-H1 

BLASTX 

g266989 

459 ^ 

6.0e-46 

109 

83 

GTP-BINDING PROTEIN SARIB >gi_322517_pir S28 603 

GTP-binding protein - Arabidopsis thaliana >gi_1667 34 
(M957 95) GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168476 

LIB3234-058-P1-K1-H11 

BLASTX ■ 

g2129651 

196 

7.0e-41 

92 

100 

myosin heavy chain ATM2 - Arabidopsis thaliana (fragment) 
>gi_4 9904 5_emb_CAA84065_ {Z34292) myosin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168477 

LIB3234-058-P1-K1-H2 

BLASTN 

g4432793 

108 

l.Oe-53 

270 

46 

Arabidopsis thaliana chromosome II BAC T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. J 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168478 

LIB3234r-058-Pl-Kl-H3 

BLASTN 

g4757398 

39 

l.Oe-12 

63 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MED5, complete sequence 



168479 

LIB3234-058-P1-K1-H4 

BLASTN 

g4159712 

361 

O.Oe+00 

361 

100 

Arabidopsis thaliana genomic 
MWI23, complete sequence 



DNA, chromosome 3, PI clone 



168480 

LIB3234-058-P1-K1-H5 

BLASTX 

g4204298 

529 

4 .Oe-54 

122 

84 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168481 

LIB3234-058-P1-K1-H6 

BLASTN 

g4159707 

179 

4.0e-96 

331 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MJK13, complete sequence 

168482 

LIB3234-058-P1-K1-H7 

BLASTX 

gl35858 

4 60 

3.0e-46 

100 

92 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha 

Arabidopsis thaliana >gi_16182_emb_CAA4 5114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsi 



22826 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana) >gi_4 4 5128_prf 19084 32A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

168483 

LIB3234-058-P1-K1-H8 

BLASTN 

g4512656 

159 

4.0e-84 

290 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

168484 

LIB3234-058-P1-K1-H9 

BLASTX 

g3915961 

376 

3.0e-36 

95 

73 

HYPOTHETICAL 267 KD PROTEIN (ORE 2280) , 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924 285_emb_CAA77 438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168485 

LIB3234-059-P1-K1-A1 

BLASTN 

g4159712 

184 

4.0e-99 

364 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168486 

LIB3234-059-P1-K1-A11 

BLASTN 

g2351061 

214 

l.Oe-117 

371 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAF19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168487 

LIB3234-059-P1-K1-A12 

BLASTN 

g2477521 

96 

l.Oe-46 
304 
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3eq. No. 


168488 

JL. \J \J ^ VJ \J 




LIB3234-059-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3785977 


BLAST score 


597 


Hi V Ci J_ KJLKZ 


4 . Oe-62 




125 




93 


NCBI Descriotion 


fAC005560^ outative orowth reoulatnr* nrotf^in f A t;? hi done;"! 




■f-Ha 1 i 3n^5 1 
Uiio.xxaiio.j 


ij C • • 


168489 


Seq. ID 


LIB3234-059-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g2252823 


BLAST score 


366 


Hj V a. J. ULC 
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99 
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Seq . No . 


168490 
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Met hod 


BLASTN 


NCBI GI 


g2351061 


BLAST score 


159 
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168491 


Seq. ID 


LIB3234-059-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2102691 


BLAST score 


235 


R \7P9 1 lie 

1-1 vox Lie 


1 . Oe-19 




90 


% 1 dent "i t \7 


58 


L»V_rOX L/C O L^X X^ L. X ^^11 
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Seq. No. 


168492 


Seq. ID 


LIB3234-059-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g2961370 


BLAST score 


152 


E value 


3.0e-80 


Match length 


196 


% identity 


95 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F23E13 




(ESSAII project) 
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Sea No 


168493 


Seq. ID 


LTB3234-0S9-P1-K1 -A9 


Method 


BLASTX 


NCBI GI 


g3201632 


Lj J_u10 1. ^ o \_. W -L C 




£j V CI X UlC 


8 np-2fi 


Mia "t* r^h 1 ^nrr^H 


^ o 
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NPRT np«=;pr "i nl" i nn 
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Seq. No. 


168494 


Sea ID 


LIB3234-059-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4204298 


BLAST score 


519 


E value 


5 Oe-53 


MfilT'h 1 pnrri"h 


127 


% "i Hfint" "i i" V 
o ^ VA^^ X X L« ^ ^ _y 


79 


NCBI Descrintion 
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Seq. No. 


168495 


Seq. ID 


LIB3234-059-Pl^Kl"B12 

J— I J- LJ *— ' ^ i yj tj ^ L -L L\ -J- LJ J. ^ 


Method 


BLASTX ■ 


NCBI GI 


g3688189 


BLAST score 


151 


Hi V d X Lit? 


7 np-in 

/ • X w 






% idenl" "i 1" v 


91 


NPRT Dp cir-T" T of" "i on 
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Sea. No. 


168496 


Seq. ID 


LIB3234-059-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl351837 


BLAST score 


602 


E value 


l.Oe-62 


Match length 


128 


% identity 


89 


NCBI Description 


ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 




BETA >gi_2144155_pir S66564 acetyl CoA carboxylase type i: 




bet a— carboxvlt rans f erase chain — rane nhloronl ;5 si" 




>ai 1069998 emb CAA90747 fZ50868^ aretvl ToA r;^ rhn-jfvl a c-q 




v^uxji^wAj^xuxaiioxcxdoc? \ Jh<f c l. d o uix^ liuxl./ ^oxdoox^d i id u. ^ j 
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I, ox d O O X V_>i d IXd^LlOJ 


Seq . No . 


168497 


Sea ID 


LIB3234-059-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g2749918 


BLAST score 


313 


E value 


l.Oe-176 


Match length 


370 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F3I6 genomic 




sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168498 

LIB3234-059-P1-K1-B5 
BLASTN 
g4531433 
316 

l.Oe-178 
371 
96 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

168499 

LIB3234-059-P1-K1-B6 
BLASTX 
gl890352 
434 

5.0e-43 
80 
55 

(X91398) transcript ion factor L2 [Arabidopsis thaliana] 
168500 

LIB3234-059-P1-K1-B7 
BLASTN 
g2584827 
342 

O.Oe+00 
373 
98 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

168501 

LIB3234-059-P1-K1-B8 
BLASTX 
gl345973 
431 

l.Oe-42 
97 
81 

OMEGA-3 FATTY ACID DESATURASE, 

>gi_541882__pir JQ2335 omega- 3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 {AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



ENDOPLASMIC RETICULUM 
fatty acid desaturase (EC 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168502 

LIB3234-059-P1-K1-C10 

BLASTN 

g2264318 

374 

O.Oe+00 
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Match length 

% identity 

NCBI Description 



378 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUP24, complete sequence [Arabidopsis thaliana] 
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1 DO DUO 


beg. ID 




iMtr cnou 




KIPRT PT 


yjuou4jD 


DJ_LH.b i score 


DO y 


Cj V d X Lie 




lYiaucn xcngun 
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% identity 
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NCBI Description 


{AL022605) putative protein 
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X DO O U 4 
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1 Ho— 1 

1 . ue X 0 
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NCBI Description 


M.jalapa 25S ribosomal RNA 


Seq. No. 


168505 


Seg. ID 


LIB3234-059-P1-K1-C2 


Method ■ 


BLASTN 


NCBI GI 


g4731050 


BLAST score 


47 * 


E value 


3.0e-17 


Match length 


59 


% identity 


95 


NCBI Description 


Drosophila melanogaster , ch 



■80A2 



BAC clone BACR48E05, complete seguence 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168506 

LIB3234-059-P1-K1-C3 

BLASTX 

g2160158 

275 

2.0e-24 

95 

63 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564, gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

168507 

LIB3234-059-P1-K1-C4 

BLASTN 

g2264318 

299 

l.Oe-168 

306 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 



22831 



MUP24, complete sequence [Arabidopsis thaliana] 







Seq. ID 


LIB3234-059-P1-K1-C5 


Method 


BLASTN 




x^ X 




J U J 


E) value 


X • ue X / X 




O J u 




J D 




/^xaoiaopsis inaxxana t5HL. roii^/ L/nromosonie iv. 




cvjitipxc Lti ot5qu.t=iit-.e |.rvx dijxQopsxo Lnaxxanaj 


Seq. No. 


168509 


Seq. ID 


LIB3234-059-P1-K1-C6 
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Spct No 


X U O -.J X u 


Seq. ID 


LIB3234-059-P1-K1-C7 


Method 


BLASTN 


LNV^DX VjX 




RT ZiCT c r^r\r'^ 
DXu-iD i oOOXc 




E value 
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ruaucn xengun 
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Arabidopsis thaliana genomic DNA, chromosome 3 




fjL/u X 4 , t-ozupxcLc sequence [H.raDxaopsxs una xx ana 


Qpa No 


168511 


Seq. ID 


LIB3234-059-P1-K1-C8 


Method 


BLASTN 


IN O D X OX 


g044_?JJ4 




94 

^ 4 O 


E value 


1 Hd— 1 "^4 

X . ue lo^ 




9 fi7 


ft -i j"l<*Mr^4-T -Ktt 

^ xuencxLy 


Qfi 


isk^di uescxxpcxon 


Arabidopsis thaliana genomic DNA, chromosome 5^ 




MY HQ o omo 1 o o c o m ion/^o fli'r'a W t r>T^ oi o ■^"V»o1 ■! ar>al 

Liin:?^ t_(jiii^xc Lt; otsqutiin-c [/ix a.ijx(xopsxs cnaxxanaj 


Seq. No. 


168512 


Seq. ID 


LIB3234-059-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g99688 


BLAST score 


628 


E value 


9.0e-66 


Match length 


126 


% identity 


96 



60.5 cM, 



PI clone: 



PI clone: 



NCBI Description 



translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_29578 9_emb_CAA34 456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 



22832 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168513 

LIB3234-059-P1-K1-D1 

BLASTX 

g4204277 

619 

l.Oe-64 

117 

98 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
168514 

LIB3234-059-P1-K1-D11 

BLASTN 

g4432847 

246 

l.Oe-136 

302 

95 

Arabidopsis thaliana chromosome II BAG F13B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168515 

LIB3234-059-P1-K1-D12 

BLASTN 

g2828185 

142 

5.0e-74 

385 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUD21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168516 

LIB3234-059-P1-K1-D3 

BLASTX 

g2781348 

623 

3.0e-65 

128 

93 

(AC003113) F2401,4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168517 

LIB3234-059-P1-K1-D5 

BLASTX 

g226120 

47 

9.0e-18 

125 

36 

vicilin gene B [Saguinus oedipus] 
168518 ' 

LIB3234-059-P1-K1-D6 

BLASTX 

g2583108 

385 



22833 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-37 

81 

95 

(AC002387) putative surface protein [Arabidopsis thaliana] 

168519 , . - ■ 

LIB3234-059-P1-K1-D7 

BLASTN 

gl6145 

144 

3.0e-75 

275 

99 

A. thaliana mRNA for ABI3 protein 
168520 

LIB3234-059-P1-K1-D8 

BLASTN 

gl279629 

278 

l.Oe-155 

380 

93 . 

0. lainarckiana chloroplast 16S rRNA, 
genes 



trni, trnA and 23S rRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168521 

LIB3234-059-P1-K1-D9 

BLASTX 

gl345973 

435 

4.0e-43 

98 

82 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931)' 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ {D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168522 

LIB3234-059-P1-K1-E1 

BLASTX 

g4510373 

176 

8.0e-13 

59 

58 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



168523 

LIB3234-059-P1-K1-E2 



22834 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll8926 

353 

2.0e-33 

121 

55 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigina plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

168524 

LIB3234-059-P1-K1-E3 

BLASTX 

g2118307 

495 

3.0e-50 

108 

94 

cysteine synthase (EC 4 
>g i_8 0 4 95 0_emb_CAA5 8 8 9 3_ 
[Arabidopsis thaliana] >gi_1096r96_prf 
thiol lyase [Arabidopsis thaliana] 



2,99.8) 3A - Arabidopsis thaliana 
(X84097) cysteine synthase 

2111276A Ser(Ac) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168525 

LIB3234-059-P1-K1-E4 

BLASTX 

g3808062 

149 

l.Oe-09 

62 

45 

(AB019195) PVlOO [Cucurbita maxima] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168526 , ■ 

LIB3234-059-P1-K1-E7 

BLASTX 

g687844 

136 

4.0e-08 

91 

8 

(U21320) contains TPR domain-like repeats [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



168527 • 

LIB3234-059-P1-K1-E8 

BLASTX 

g585349 

308 

3.0e-28 

58 

100 

CASEIN KINASE II, ALPHA CHAIN 
>gi_419752_pir S31098 casein 



1 (CK II) 
Icinase II 



(EC 2.7.1.-) 



22835 



alpha-type chain (clone ATCKAl) - Arabidopsis thaliana 
>gi_391603_dbj_BAA01090_ (D10246) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



168528 

LIB3234-059-P1-K1-E9 

BLASTN 

g4335711 

36 

9.0e-ll 

88 

85 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168529 

LIB3234-059-P1-K1-F1 

BLASTN 

g2244788 

260 

l.Oe-144 

326 

95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No ' 

168530 

LIB3234-059-P1-K1-F10 

BLASTN 

gl707006 

67 

3.0e-29 

187 

93 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168531 

LIB3234-059-P1-K1-F12 

BLASTN 

g3449326 

349 

O.Oe+00 

369 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K19M22, complete sequence [Arabidopsis thaliana] 

168532 

LIB3234-059-P1-K1-F2 

BLASTX 

g4589964 

420 

2.0e-41 

98 

84 

(AC007169) delta 9 desaturase [Arabidopsis thaliana] 



22836 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168533 

LIB3234-059-P1-K1-F3 

BLASTX 

g4567246 

449 

9.0e-45 

98 

87 

{AC007070) unknown protein [Arabidopsis thaliana] 
168534 

LIB3234-059-P1-K1-F4 

BLASTX 

g4263771 

288 

6.0e-26 

71 

72 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321. 1_AC0064 36_12 (AC006436) putative 
nonspecific lipid-transf er protein precursor- [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168535 

LIB3234-059-P1-K1-F8 

BLASTX 

gl35406 

495 

3.0e-50 

92 

100 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_997 68_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168536 

LIB3234-059-P1-K1-F9 

BLASTX 

g4585997 

637 

8.0e-67 

125 

97 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168537 

LIB3234-059-P1-K1-G10 

BLASTX 

g4204277 

521 

2.0e-53 

98 

97 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
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E value 
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Match length 
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NCBI Description 


Arabidopsis thaliana putative ubiquitin activating enz 




El (ECRl) mRNA, complete cds 


Seq. No. 


168543 


Seq. ID 


LIB3234-059-P1-K1-G7 



22838 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2760169 

152 

6.0e-80 ^ ' 

270 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 



PI clone 



168544 

LIB3234-059-P1-K1-G8 

BLASTX 

g266839 

539 

2.0e-55 

109 

99 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX ALPHA SUBUNIT) (TAS-G64) >gi_478764_pir S29240 

multicatalytic endopeptidase complex (EC 3.4.99.4 6) alph 
chain - Arabidopsis thaliana >gi_164 45_emb_CAA47298_ 

(X66825) proteosome alpha subunit [Arabidopsis thaliana] 
>gi_3421080 (AF043522) 20S proteasome subunit PADl 

[Arabidopsis thaliana] >gi_742351_prf 2009376B 

proteasome: SUBUNIT=alpha [Arabidopsis thaliana] 

168545 

LIB3234-059-P1-K1-G9 

BLASTN 

g3702315 

137 

5.0e-71 

316 

98 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168546 

LIB3234-059-P1-K1-H1 

BLASTN 

g3449317 

49 

2.0e-18 

150 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MKM21, complete sequence [Arabidopsis thaliana] 

168547 

LIB3234-059-P1-K1-H11 

BLASTX 

gl66570 

245 

7.0e-21 

106 

49 

(L04173) glycine rich protein [Arabidopsis thaliana] 



22839 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168548 

LIB3234-059-P1-K1-H7 

BLASTX 

g3894171 

537 

4 .Oe-55 

114 

93 

(AC005312) 
thaliana] 



putative glutathione s-transf erase [Arabidopsis 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168549 

LIB3234-059-P1-K1-H8 

BLASTX 

g3157928 

485 

5.0e-49 

95 

100 

(AC002131) Similar to fumarylacetoacetate hydrolase, 
gb_L41670 from Emericella nidulans. [Arabidopsis thaliana] 

168550 

LIB3234-059-P1-K1-H9 
BLASTN - 
.g3659491 
289 

l.Oe-161 

353 

99 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

168551 

LIB3234-060-P1-K1-A1 

BLASTN 

g2288979 

389 

0. Oe+00 

396 

99 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168552 

LIB3234-060-P1-K1-A2 

BLASTN 

g3241927 

362 

0. Oe+00 

395 

61 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 



Seq. No. 



168553 



22840 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-060-P1-K1-A3 
BLASTN 

-g3985949 - 
267 

l.Oe-148 

392 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MOB24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168554 

LIB3234-060-P1-K1-A4 

BLASTN - 

g4757406 

379 > 

O.Oe+00 

387 

73 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPF21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



168555 

LIB3234-060-P1-K1-A5 

BLASTX 

gl864017 

481 

l.Oe-48 

92 

100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168556 

LIB3234-060-P1-K1-A6 

BLASTX 

g3953469 

353 

2.0e-33 

113 

'62 

(AC002328) F20N2.14 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168557 

LIB3234-060-P1-K1-B1 

BLASTN 

g4467094 

235 

l.Oe-129 

308 

54 

Arabidopsis thaliana DNA chromosome 4> BAC clone F20D10 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168558 

LIB3234-060-P1-K1-B10 

BLASTX 

g4678285 

366 



22841 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-35 

130 

50 

(AL049660) putative protein [Arabidopsis thaliana] 
168559 

LIB3234-060-P1-K1-B12 

BLASTN 

g2696018 

211 

l.Oe-115 

394 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 

168560 

LIB3234-060-P1-K1-B2 

BLASTN 

gl66853 

88 

2.0e-42 

100 

97 

Arabidopsis thaliana RNA polymerase II fifth largest 
subunit mRNA, complete cds 



Seq. No. 


168561 


Seq. ID 


LIB3234-060-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl871185 


BLAST score 


192 


E value 


l.Oe-14 


Match length 


100 


% identity 


38 


NCBI Description 


(U90439) seven in absentia isolog 


Seq. No/ 


168562 


Seq. ID 


LIB3234-060-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl33960 


BLAST score 


235 


E value 


l.Oe-19 


Match length 


68 


% identity 


72 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



>gi_70876_pir R3NT4 

ribosomal protein S4 - common tobacco chloroplast 
>gi_11834_emb_CAA77354_ (Z00044) ribosomal protein S4 

[Nicotiana tabacum] >gi_225202_prf 1211235AG ribosomal 

protein S4 [Nicotiana tabacum] 

168563 

LIB3234-060-P1-K1-B7 

BLASTX 

g2262167 

657 

4.0e-69 



22842 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



125 
100 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

168564 

LIB3234-060-P1-K1-B8 

BLASTX 

gl35858 

296 

8.0e-27 

58 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_einb__CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 {M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

168565 

LIB3234-060-P1-K1-C1 

BLASTX . 

g3128176 

221 

5.0e-18 

104 

35 

(AC004521) unknown protein [Arabidopsis thaliana] 
168566 

LIB3234-060-P1-K1-C10 

BLASTX 

gl617268 

573 

3.0e-59 

130 

85 

(Z72153) acyl CoA synthetase [Brassica napus] 
168567 

LIB3234-060-P1-K1-C11 

BLASTX 

gl864017 

376 

3.0e-36 

92 

83 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
168568 

LIB3234-060-P1-K1-C3 

BLASTN 

g3548797 

140 

8.0e-73 



22843 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI^ Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



397 
97 

Arabidopsis thaliana chromosome -11 BAG T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168569 

LIB3234-060-P1-K1-C5 

BLASTX 

g2494041 

231 

3.0e-19 

57 

74 

DIAMINOPIMELATE EPIMERASE >gi_l 65387 5_dbj_BAA18 78 5_ 
(D90917) diaminopimelate epimerase [Synechocystis sp.] 



168570 

LIB3234 

BLASTX 

g267069 

536 

6.0e-55 

99 

100 

TUBULIN 
tubulin 
(M84696 
(M84697 



-060-P1-K1-C7 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_plr JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



168571 

LIB3234-060-P1-K1-D1 

BLASTX 

g3273743 

552 

8.0e-57 

105 

100 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

168572 

LIB3234-060-P1-K1-D11 

BLASTN 

g4415905 

361 

O.Oe+00 

393 

98 

Arabidopsis thaliana chromosome II BAG F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168573 - 

LIB3234-060-P1-K1-D4 

BLASTX 

g4234768 

202 



22844 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16 

37 

89 

(AF0694 68) sterol-C5-desaturase [Arabidopsis thaliana] 
168574 

LIB3234-060-P1-K1-D5 

BLASTN 

g282BlB2 

394 

0. Oe+00 

397 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0J9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168575 

LIB3234-060-P1-K1-D6 

BLASTN 

g4432811 

401 

0. Oe+00 

401 

100 

Arabidopsis thaliana chromosome II BAC F16D14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168576 

LIB3234-060-P1-K1-D7 

BLASTX 

g2129532 

306 

5.0e-28 

88 

69 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi__1107507_emb_CAA6374 6_ (X934 61) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168577 

LIB3234-060-P1-K1-D8 

BLASTX 

g2160296 

641 

3.0e-67 

130 

95 

(D61395) gamma-VPE [Arabidopsis thaliana] 
168578 

LIB3234-060-P1-K1-E10 

BLASTX 

g4582468 

479 

2.0e-48 
98 



22845 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



Seq. No. 

Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



99 

(AC007071) putative 40S ribosoitial protein; contains 
C-terminal domain [Arabidopsis thaliana] 

168579 

LIB3234-060-P1-K1-E12 

BLASTN . 

g2351062 

286 

l.Oe-160 

378 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 

168580 

LIB3234-060-P1-K1-E4 

BLASTX 

g897638 

244 

l.Oe-20 

50 

92 

(M10124) unknown protein [Nicotiana tabacum] 
>gi_224 34 9_prf 1102209C ORE 3 [Nicotiana sp. ] 

168581 

LIB3234-060-P1-K1-E5 

BLASTX 

g3157930 

623 

4 .Oe-65 

117 

99 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27 664 from 
Brassica napus. ESTs gb_Z48548 and gb_Z4854 9 come from 
this gene. [Arabidopsis thaliana] 

168582 

LIB3234-060-P1-K1-E6 

BLASTX 

g3193292 

386 

2.0e-37 

122 

70 

(AF069298) similar to ATPases associated with various 
cellular activites {Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

168583 

LIB3234-060-P1-K1-E7 

BLASTN 

g32283.89 

321 

O.Oe+00 



22846 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



353 
98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

168584 

LIB3234-060-P1-K1-E8 

BLASTN 

g3241927 

81 

7.0e-38 
148 • 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168585 

LIB3234-060-P1-K1-F1 

BLASTX 

g584882 

763 

l.Oe-81 

132 

100 

CYCLOARTENOL SYNTHASE (2, 3-EP0XYSQUALENE--CYCL0ARTEN0L 
CYCLASE) >gi_452446 (U02555) cycloartenol synthase; 
(S) -2, 3-epoxysqualene mutase [Arabidopsis thaliana] 

168586 

LIB3234-060-P1-K1-F10 

BLASTN 

g2924257 

52 

3.0e-20 

253 

88 

Tobacco chloroplast genome DNA 
168587 

LIB3234-060-P1-K1-F11 

BLASTN 

g3241916 

178 

2.0e-95 

373 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

168588 

LIB3234-060-P1-K1-F2 

BLASTX 

g2961390 

555 

3.0e-57 

125 

86 



22847 



NCBI Description 



(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168589 

LIB3234-060-P1-K1-F3 

BLASTN 

g4262209 

231 

l.Oe-127 

310 

93 

Arabidopsis thaliana chromosome II BAC T14A4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168590 

LIB3234-060-P1-K1-F6 

BLASTX 

gl351837 

549 

l.Oe-56 

117 

86 

ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFEEIASE SUBUNIT 

BETA >gi_2144155_pir S66564 acef'yl' CoA carboxylase type II 

beta-carboxyltransf erase chain - rape chloroplast 
>gi_1069998_emb_CAA9074 7_ (Z50868) acetyl CoA carboxylase 
carboxyltransf erase (beta subunit) [Brassica napus] 

>gi_158904 6_prf 2210244G Ac-CoA carboxylase : SUBUNIT=beta 

[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168591 

LIB3234-060-P1-K1-F7 

BLASTN 

g4584531 

367 

O.Oe+00 

387 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9E8 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168592 

LIB3234-060-P1-K1-F8 

BLASTN 

g4206762 

239 

l.Oe-132 

304 

96 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 



Seq. No.' 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168593 

LIB3234-060-P1-K1-G1 

BLASTN 

g3399678 

288 



22848 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



l.Oe-161 

399 

92 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

168594 

LIB3234-060-P1-K1-G10 

BLASTN 

g2262155 

355 

O.Oe+00 

391 

98 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

168595 

LIB3234-060-P1-K1-G11 

BLASTX 

g3915085 

570 

6.0e-59 

128 

88 

TRANS-CINNAMATE 4-MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi__1773289 (U71081) cinnamate-4 -hydroxylase [Arabidopsis 
thaliana] >gi_1946370 (U93215) cinnamate-4-hydroxylase 
[Arabidopsis thaliana] 

168596 

LIB3234-060-P1-K1-G12 

BLASTN 

g2244991 

39 

l.Oe-12 

190 

89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

168597 

LIB3234-060-P1-K1-G2 

BLASTX 

g3426060 

46 

6.0e-10 

72 

65 

{AJ007586) src2-like protein [Arabidopsis thaliana] 
168598 • 

LIB3234-060-P1-K1-G3 

BLASTX 

g3273743 

616 



22849 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-64 

118 

99 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (ACP05499) unknown protein 
[Arabidopsis thaliana] 

168599 

LIB3234-060-P1-K1-G4 

BLASTN 

g3779020 

130 

7.0e-67 

368 

84 

Arabidopsis thaliana chromosome II BAC T4E14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168600 

LIB3234-060-P1-K1-G5 

BLASTX 

g2924779 

544 

7,0e-56 

112 

97 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA2524 8_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

168601 

LIB3234-060-P1-K1-G6 

BLASTX 

g266839 

586 

8.0e-61 

118 

99 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX ALPHA SUBUNIT) (TAS-G64) >gi__4 787 64_pir S29240 

multicatalytic endopeptidase complex (EC 3.4.99.4 6) alpha 
chain - Arabidopsis thaliana >gi_16445_emb_CAA47298_ 
(X66825) proteosome alpha subunit [Arabidopsis thaliana] 
>gi_3421080 (AF043522) 20S proteasome subunit PADl 

[Arabidopsis thaliana] >gi_742351_prf 2009376B - 

proteasome :SUBUNIT=alpha [Arabidopsis thaliana] 

168602 

LIB3234-060-P1-K1-G7 

BLASTN 

g2564048 

346 

O.Oe+00 

386 

97 



22850 



NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKD15, complete sequence [Arabidopsis thaliana] 

168603 

LIB3234-060-P1-K1-H1 

BLASTX 

g2494113 

684 

2.0e-72 

130 

98 

(AC002376) Strong similarity to Musa pectate lyase 
{gb_X92943) . ESTs gb_AA042458, gb_ATTS4502, gb_N38552 come 
from this gene. [Arabidopsis thaliana] 



168604 

LIB3234-060-P1-K1-H10 

BLASTX 

g2330730 

163 

3.0e-ll 

45 

60 

{Z98532) hypothetical protein 



[Schizosaccharomyces pombe] 



168605 

LIB3234-060-P1-K1-H11 

BLASTN ' • , 

g4756963 

354 

O.Oe+00 

378 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

168606 

LIB3234-060-P1-K1-H12 

BLASTN 

g3702739 

133 

9.0e-69 

193 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXE2, complete sequence [Arabidopsis thaliana] 

168607 

LIB3234-060-P1-K1-H2 

BLASTX 

gll70373 

586 

8.0e-61 

130 

90 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 



22851 



>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 



Seq. No. 


168608 


Seq. ID 


LIB3234-060-P1-K1-H5 


we unoQ 


OXtriO 1 A 




<-t/i on/1 0 QQ 


t3ii/io i score 


J jX 


E value 


D • ue J X 


Matcn xengun 


0 X 


% identity 




LN^OX o Lrl. L. J. wil 


vrt^vjuju^ / / xv^x ^x L ocjt^ iNo ucxxnxtxon xxne xounQ 




[^nX aX^XdOpb X 0 L.naXXana.J 


Seq. No. 


168609 


Qorr T n 
ocq . xU 


XiXDJZOfi UDU xrX JAX riD 


K^^^ 4* r\ 


DXtriO i A 


Mr'RT r'T 
iN^Dx yj± 


g^ J ft z / z / 


dLlRo i score 


^ ux 


E value 




Maucn lengtn 


XU J 


i "1 /"A ^ n "1 4- t r 

^ laentiTzy 


/ 0 


NUbi uescnpuion 


tACUU^:o4Xj nypotneticax protexn [AraDxaopsxs tnalxanaj 


Seq. No. - 


168610 


oeq. lu 


XiXDO^:J4-UDU-rX-i\X-n/ 


Me Lnoa 


oXtAb i A 




gx4u^yx4 


bLiAbi score 




E value 


D . Ue-ol 


Matcn lengtn 


yy 


^ T T> T +** T f 

% xaenLity 


xuu 


INV^DX L'troOX xpUiOil 


VAi/ooxoy pexoxxaase [rixaDxaopsxs tnaxxanaj 


Seq. No. 


168611 


Seq. ID 


LIB3234-060-P1-K1-H9 


^^/iTi ^ 

lYie unoa 


DT a CTM 


inl^Jdx val 


goo y 4 X / y 


d1j/\o 1 score 


•DO 


E value 


D • ue uy 


Maiicn xengun 


DO 


^ xaenuxry 


fi ft 
0 o 


LN^DX JJcoL.X X^L. XvJIl 


ZiviaV^T HotBot o "f" a T t ana T~omo o omo TT Ofl/^ n "^Ul C\ ^cm^m-i 

rix ciL;xu.(jpoxo Liiaxxana cux ouiosoiue XX Dri^ r xofixu yenomxc 




sequence^ compxeue sequence L/iraDXQopsxs tnaxxanaj 


Seq. No. 


168612 


Seq. ID 


LIB3234-065-P1-K1-A11 






NCBI GI 


g4567193 


BLAST score 


43 


E value 


6.0e-15 


Match length 


173 


% identity 


72 


NCBI Description 


Arabidopsis thaliana chromosome II BAG T26C19 genomic 




sequence, complete sequence 


Seq. No. 


168613 



22852 



beq. lU 


lilts j^oy U 00 — r 1 — J\1—A1^ 


Method 


BLASTX 


NCBI GI 


g4337178 


BLAST score 


4 6i 


E value 


2 . Oe-4 D 


Match length 


92 


% identity 


y / 


NCBI Description 


(AC006416) T31J12.5 [Arabidopsis thaliana] 


beq. NO. 


i DO Dl4 


oeq . lu 


lilDOZOfl UDO irl lM t\c. 


Method 


Q T n O "PKF 

oli/ib 1 N 


NCBI GI 


g3449327 


BLAST score 


190 


E value 


1 . ue-iu^ 


Match length 


oU / 


% Identity 


n o 


iNL/Di uescripuion 


Arabidopsis thaliana genomic DNA, chroinosoiue 5 




MCA23, complete sequence [Arabidopsis thaliana 


beq. NO. 


loo DID 


Seq. ID 


LIB Jz34 -U DO-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3107905 


BLAST score 


ITT 

11/ . - 


E value 


8.0e-06 


Match length 


127 


% identity 


7 


NCBI Description 


(D85101) leaf protein [Ipomoea nil] 


Seq. No. 


168 616 


Seq. ID 


LIB o4 - UD0-P1-K1-A4 


Method 


DT A O TIM 

oLAb IN 


NCBI GI 


g3046853 


BLAST score 


301 


E value 


1 . ue-loy 


Match length 


367 


% Identity 


95 


ncdI uescription 


Arabidopsis thaliana genomic DNA, chromosome 5 




MRA19, complete sequence [Arabidopsis thaliana 


beq. NO. 


1 DO D 1 / 


beq, lu 


T tdtoTjI n c c; ni x/"! 7\ c; 
lilrJozo^ - U DO-r 1-J\1-AD 


Me tnoQ 


DliAb i N 


NCBI GI 


g2213606 


BLAST score 


159 


E value 


4 . Ue-o 4 


Matcn iengtn 


o o o 
^oo 


% identity 


o o 
OO 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAG ] 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


168618 


Seq. ID 


LIB3234-065-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g3449327 


BLAST score 


45 



PI clone 



22853 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-16 

142 

89 

Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 

168619 

LIB3234-065-P1-K1-A9 

BLASTX 

gl755162 

303 

l.Oe-27 

91 

59 

(U75192) germin-like protein [Arabidopsis thaliana] 
168620 

LIB3234-065-P1-K1-B11 

BLASTN 

g4531433 

243 

l.Oe-134 
344 

94 . 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

168621 

LIB3234-065-P1-K1-B12 

BLASTX 

gl669668 

350 

3.0e-33 

89 

79 

{X97131) EFl-alpha [Forsythia x intermedia] 
168622 

LIB3234-065-P1-K1-B2 

BLASTX 

g3176659 

340 

6.0e-32 

76 

84 

{AC004393) Strong similarity to receptor kinase gb_M80238 
from A, thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168623 

LIB3234-065-P1-K1-B5 

BLASTN 

g4519193 

133 

l.Oe-68 

387 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 



PI clone: 



22854 



MDCll/ complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168624 

LIB3234-065-P1-K1-B6 

BLASTX 

g3450889 

80 

6.0e-41 

123 

80 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
168625 

LIB3234-065-P1-K1-B9 

BLASTN 

g3241917 

108 

7.0e-54 

263 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19B1, complete sequence [Arabidopsis thaliana] 

168626 

LIB3234-065-P1-K1-C1 

BLASTX 

gl255951 

489 

2.0e-49 

126 

74 

(X96932) PS60 [Nicotiana tabacum] 
168627 

LIB3234-065-P1-K1-C11 

BLASTX 

g3831443 

310 . 

2.0e-28 

60 

100 

(AC005819) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168628 

LIB3234-065-P1-K1-C2 

BLASTX 

g2160133 

265 

3.0e-23 

94 

63 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23. 3, F19K23. 15. ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene, [Arabidopsis thaliana] 



22855 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168629 

LIB3234-065-P1-K1-C4 

BLASTX 

gl27041 

476 

6.0e-48 

90 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_8164 7_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

168630 

LIB3234-065-P1-K1-C6 

BLASTN 

g4100059 

43 

7.0e-15 

110 

86 

Arabidopsis thaliana AthlecRK4 pseudogene, complete 
sequence, receptor lectin kinase 3 (AthlecRK3) gene, 
complete cds, and AthlecRK2 pseudogene, complete sequence 

168631 

LIB3234-065-P1-K1-C7 

BLASTX 

g4678946 

532 

2.0e-54 

104 

99 

(AL049711) putative protein [Arabidopsis thaliana] 
168632 

LIB3234-065-P1-K1-C8 

BLASTN 

g4544381 

323 

O.Oe+00 

384 

98 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168633 

LIB3234-065-P1-K1-D1 

BLASTX 

gll4335 

624 

3.0e-65 

128 

95 

PLASMA MEMBRANE AT PAS E 



2 (PROTON PUMP) 



>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 



22856 



type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaliana] 



Seq. No. 


168634 




Qorr TPl 
oeq. lU 




-PI -Ki -ni 1 


MetnoQ 


RT aCTM 






y J 4 J D ± 4 




oj-irio 1 scoire 


D / 




E value 






Marcn j-engun 


Q1 




laenuity 












Seq. No. 


168635 




Seq. ID 


LIB3234-065- 


-P1-K1-D12 




BLASTN 






g4691223 




oLiAo 1 score 


149 




E value 


4 .Oe-78 




Match, length 


382 




% identity 


95 




KFr^RT r^Qo/^i^T n't" t r^Ti 
LNV_,OX UcoOX. XpUXUil 


Arabidopsis 


thaliana 




{ESSA project) 


Seq. No. 


168636 




Seq. ID 


LIB3234-065- 


■P1-K1-D2 


Method 


BLASTX 




NCBI GI 


gll4335 




BLAST score 


278 




E value 


6.0e-25 




Match length 


85 




% identity 


65 





F4F15 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PLASMA MEMBRANE ATPASE 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaliana] 

168637 

LIB3234-065-P1-K1-D4 

BLASTX 

g3421346 

513 

3.0e-52 

115 

90 

(AJ007723) ribosomal protein S4 [Orobanche minor] 
168638 

LIB3234-065-P1-K1-D5 

BLASTX 

gll07501 

402 

3,0e-39 

117 

70 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 



22857 



gb_Z17604, gb__H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168639 

LIB3234-065-P1-K1-D7 

BLASTX 

g3004551 

167 

l.Oe-11 

95 

43 

{AC003673) hypothetical protein [Arabidopsis thaliana] 
168640 

LIB3234-065-P1-K1-E1 

BLASTX 

g3183274 

156 

2.0e-10 

80 

44 

HYPOTHETICAL 26.5 KD PROTEIN C15A10.05C IN CHROMOSOME I 
>gi_2239182_emb_CAB10102_ (Z97208) hypothetical protein 
[Schizosaccharomyces pombe] 

168641 " 

LIB3234-065-P1-K1-E7 

BLASTN 

gl790921 

369 

O.Oe+00 

377 

99 

Arabidopsis thaliana recA-like protein (AtDMCl) gene, 
complete cds 

168642 

LIB3234-065-P1-K1-E8 

BLASTN 

gl790921 

281 

l.Oe-157 

342 

98 

Arabidopsis thaliana recA-like protein (AtDMCl) gene, 
complete cds 

168643 

LIB3234-065-P1-K1-F2 

BLASTX 

gll9143 

323 

3.0e-30 

93 

70 

ELONGATION FACTOR 1 -ALPHA (EF-l -ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 



22858 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



alpha chain - Arabidopsis thaliana 
(X16430) elongation factor 1-alpha 
>gi_1369927_emb_CAA3445-4_ {X16431) 
1-alpha [Arabidopsis thaliana] >gi 
{X16431) elongation factor 1-alpha 
>gi_1532172 (U63815) EF-lalpha-Al 
>gi_1532173 {U63815) EF-lalpha-A2 
>gi_1532174 {U63815) EF-lalpha-A3 



>gi_2 95 7 8 8_einb__CAA3 4 4 5 3_ 

[Arabidopsis thaliana] 

elongation factor 
_1 3 6 9 92 8_emb_CAA3 4 4 5 5_ 

[Arabidopsis thaliana] 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



168644 

LIB3234-065-P1-K1-F4 

BLASTX 

g3808062 

155 

3.0e-10 

64 

45 

(AB019195) PVlOO [Cucurbita maxima] 
168645 

LIB3234-065-P1-K1-F5 

BLASTX 

gl32074 

604 

6.0e-63 

111 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

168646 

LIB3234-065-P1-K1-F8 

BLASTX 

g3776559 

294 

l.Oe-26 

124 

48 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from, this 
gene. [Arabidopsis thaliana] 

168647 

LIB3234-065-P1-K1-G1 

BLASTX 

g4678368 

492 

8.0e-50 

94 

99 

{AJ132436) GA 2-oxidase [Arabidopsis thaliana] 
168648 

LIB3234-065-P1-K1-G11 



22859 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4415928 

161 

2.0e-85 

235 

96 

Arabidopsis^ thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168649 

LIB3234-065-P1-K1-G12 

BLASTN 

g4115370 

186 

l.Oe-100 

320 

96 

Arabidopsis thali ana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168650 

LIB3234-065-P1-K1-G3 

BLASTX 

gll2681 

432 

8.0e-43 

93 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRAl) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168651 

LIB3234-065-P1-K1-G5 

BLASTX 

gl66570 

171 

4 .Oe-12 

103 

38 

(L0417.3) glycine rich protein [Arabidopsis thaliana] 
168652 

LIB3234-065-P1-K1-G6 

BLASTX 

gl35858 

170 

1. Oe-12 

50 

72 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 {M84343) tonoplast intrinsic protein 



22860 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_4 45128_prf 1908432A tonoplast 

intrinsic protein alpha JArabidopsis thaliana] 

168653 

LIB3234-065-P1-K1-H1 

BLASTX 

g2088654 

477 

5.0e-48 

109 

87 

{AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

168654 

LIB3234-065-P1-K1-H10 

BLASTX 

g3292817 

158 

l.Oe-10 

53 

64 

{AL031018) hypothetical protein [Arabidopsis thaliana] 
168655 

LIB3234-065-P1-K1-H11 

BLASTX 

g3236248 

320 

6.0e-30 

90 

72 

{AC004 684) unknown protein [Arabidopsis thaliana] 
168656 - 

LIB3234-065-P1-K1-H3 

BLASTN 

g4467131 

39 

l.Oe-12 

173 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20M13 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168657 

LIB3234-070-P1-K1-A1 

BLASTX 

g2160151 

371 

l.Oe-35 

105 

73 

{AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 



Seq. No. 



168658 



22861 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3234-070-P1-K1-A10 

BLASTX 

g3212869 

208 

l.Oe-16 

49 

73 

(AC004005) unknown protein [Arabidopsis thaliana] 
168659 

LIB3234-070-P1-K1-A12 

BLASTN 

g4753645 

115 

2.0e-58 

150 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17N18 
(ESSA project) 

168660 

LIB3234-070-P1-K1-A2 

BLASTX 

g629528 

573 

3.0e-59 

123 

98 

hypothetical protein - Arabidopsis thaliana 

>gi_107 6335_pir S51580 hypothetical protein 1 - 

Arabidopsis thaliana >gi_4 99167_emb_CAA5614 4_ (X79707) ORE 
[Arabidopsis thaliana] 

168661 

LIB3234-070-P1-K1-A3 

BLASTX 

gl531762 

191 

2.0e-14 

50 

74 

(Y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

168662 

LIB3234-070-P1-K1-A4 

BLASTX 

g4063552 

608 

2.0e-63 

123 

98 

(AF035908) ATP synthase beta subunit [Muntingia calabura] 
168663 

LIB3234-070-P1-K1-A6 
BLASTN 



22862 



NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4432829 
334 

0,0e+00 

373 

97 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168664 

LIB3234-070-P1-K1-A9 

BLASTX 

g4314363 

411 

2.0e-40 

100 

75 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
168665 

LIB3234-070-P1-K1-B10 

BLASTX 

g2244740 

348 

5.0e-33 

120 

57 

(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 
168666 

LIB3234-070-P1-K1-B12 

BLASTX 

gl351272 

391 

5.0e-38 

99 

78 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414 550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 20094 15A triose phosphate 

isomerase [Arabidopsis thaliana] 

168667 

LIB3234-070-P1-K1-B2 

BLASTN 

g297420 

94 

2.0e-45 

201 

92 

Nicotiana sp. promoter DNA 
168668 

LIB3234-070-P1-K1-B3 

BLASTN 

g4512690 

148 

l.Oe-77 



22863 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



325 
97 

Arabidopsis thaliana chromosome II BAC jPllA3 genomic 
sequence, complete sequence 

168669 

LIB3234-070-P1-K1-B6 

BLASTX 

gll7822 

594 

8.0e-62 

126 

90 

CYTOCHROME B6 >gi_65635__pir CBNT6 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - common tobacco chloroplast 
>gi_11858_emb_CAA77375_ (200044) cytochrome b6 [Nicotiana 

tabacum] >gi_225226_prf 1211235BH cytochrome b6 [Nicotiana 

tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



168670 

LIB3234-070-P1-K1-C10 

BLASTN 

g3047074 

55 

4.0e-22 

115 

87 

Arabidopsis thaliana BAC F21E10 
168671 

LIB3234-070-P1-K1-C11 

BLASTX 

gl706714 

358 

4.0e-34 

117 

64 

ELECTRON TRANSFER FLAVOPROTEIN BETA-SUBUNIT (BETA-ETF) 
(ELECTRON TRANSFER FLAVOPROTEIN SMALL SUBUNIT) (ETFSS) 
>gi_1209054 (U32230) EtfS [Bradyrhizobium japonicum] 

168672 

LIB3234-070-P1-K1-C2 

BLASTX 

g2827139 

654 

7.0e-69 

123 

98 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4 04 9343_emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSWl) [Arabidopsis 
thaliana] 

168673 

LIB3234-070-P1-K1-C3 



22864 





QT 7\ CTY 




giD004^4 


BLAST score 


440 


E value 


l.Oe-43 


Match length 




% identity 




NCBI Description 


{D83531) GDP dissociation inhibitor [Arabidopsis thai 
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[Arabidopsis thaliana] 
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BLASTX 


NCBI GI 
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D y u 


E value 
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Match length 




B laenuity 




NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


oeq > iNu . 
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Cq/^ xn 
oeg. lu 


LtlDjZjfi U /U rl I\l 


Method 


BLASTN 


NCBI GI 


g3193305 


niiAo i score 


T j1 / 


E value 


u . ue+uu 


Matcn lengtn 


Q T O 


% identity 


y O 


wudI uescripLion 


AraDiaopsis tnaiiana tjuio 


oeq . iNO . 


1 DO D / D 




1jXDO^j4 U /U t X tvX L/XU 


Method 


BLASTX 


NCBI GI 


g2829898 


oLiHo i score 


"5 "5 

D 


E value 


1 . ue— o 1 


Match length 


OO 


% identity 


7 


NCBI Description 


(Auuuzoii; riypo une Licai protein [Araoiaopsis unaiiana 


O c • IN CJ , 


X DO D / / 




LiXDjZj^ U /U irX J\X UXX 


Luc LiltJU 


OT nQTY 
DXtnO 1 A. 


NCBI GI 


g4557026 


BLAST score 


173 


E vslu6 


^ . ue X ^ 


rjaucn lengtn 


Q7 

y / 


% identity 


A 

*± 


iNL/isj. uescmpuion 


guanine nucxeotiue excnange xact-or pjjz -^gi i** / / jdj 




(UDUU/o^ pooz inomo sapiensj 


Seq. No. 


168678 


Seq. ID 


LIB3234-070-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


464 


E value 


l.Oe-4 6 



22865 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
89 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
168679 

LIB3234-070-P1-K1-D2 

BLASTN 

g4519191 

34 

l.Oe-09 

70 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9P8, complete sequence 

168680 

LIB3234-070-P1-K1-D4 

BLASTN 

g3873174 

351 

O.Oe+00 

375 

98 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168681 

LIB3234-070-P1-K1-D5 

BLASTN 

g4757417 

152 

5.0e-80 

341 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 

168682 

LIB3234-070-P1-K1-D6 

BLASTX 

g3935151 

582 

2.0e-60 

110 

98 

(AC005106) T25N20.15 [Arabidopsis thaliana] 
168683 

LIB3234-070-P1-K1-E1 

BLASTX 

g4204298 

592 

l.Oe-61 

118 

97 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



22866 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168684 

LIB3234-070-P1-K1-E10 

BLASTX 

g3789925 

54 

l.Oe-22 

120 

50 

(AF086625) phosphoinositide-dependent protein kinase PDKl 
[Mus musculus] 

168685 

LIB3234-070-P1-K1-E11 

BLASTX 

g4204263 

309 

2.0e-28 

98 

65 

(AC005223) 40409 [Arabidopsis thaliana] 
168686 

LIB3234-070-P1-K1-E12 

BLASTN 

g4056429 

165 

9.0e-88 

265 

74 

Arabidopsis thaliana chromosome 1 BAC F508 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168687 

LIB3234-070-P1-K1-E3 

BLASTX 

g2507426 

569 

7.0e-59 

125 

92 

ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 
(ALANINE—TRNA LIGASE) (ALARS) >gi_1673365__emb_CAA80380_ 
(Z2267 3) mitochondrial tRNA-Ala synthetase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168688 

LIB3234-070-P1-K1-E4 

BLASTN 

g3548797 

234 

l.Oe-129 

375 

97 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22867 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168689 

LIB3234-070-P1-K1-E5 

BLASTX 

g4191814 

169 

6.0e-12 

117 

35 

{AB008680) alpha' subunit of beta-conglycinin [Glycine max] 
168690 

LIB3234-070-P1-K1-E6 

BLASTX 

g2492513 

149 

3.0e-34 

118 

67 

CELL DIVISION PROTEIN FTSH HOMOLOG 4 

>gi_1652085_dbj_BAA17010_ (D90902) cell division protein 
FtsH [Synechocystis sp.] 

168691 

LIB3234-070-P1-K1-E7 

BLASTX 

g2924784 

98 

l.Oe-03 

103 

13 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 

168692 

LIB3234-070-P1-K1-E8 

BLASTX 

g2583120 

616 

2.0e-64 

123 

99 

{AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

168693 

LIB3234-070-P1-K1-E9 

BLASTX 

g3334123 

387 

2.0e-37 

99 

83 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi_2924787 

(AC002334) mitochondrial Fl-ATPase, gamma subunit 

[Arabidopsis thaliana] 



22868 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168694 

LIB3234-070-P1-K1-F10 

BLASTX 

g3695023 

305 

6.0e-28 

122 

52 

(AF055850) unknown [Arabidopsis thaliana] 
168695 

LIB3234-070-P1-K1-F3 

BLASTX 

gl864017 

535 

7.0e-55 

102 

99 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
168696 

LIB3234-070-P1-K1-F4 

BLASTN 

g3184270 

189 ~ - 

l.Oe-102 

295 

94 

Arabidopsis thaliana chromosome II BAC T8K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168697 

LIB3234-070-P1-K1-F5 

BLASTX 

g730645 

469 

4 .Oe-47 

107 

89 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB70449_ (AC000104) 
Strong similarity to Oryza 4 OS ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

168698 

LIB3234-070-P1-K1-F7 

BLASTN 

g2760171 

345 

O.Oe+OO 

369 

98 



22869 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168699 

LIB3234-070-P1-K1-F8 

BLASTX 

gl32770 

333 

3.0e-31 

90 

74 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L20 >gi_71275_pir R5NT20 

ribosomal protein L20 - common tobacco chloroplast 
>gi_11852_emb_CAA77372_ (Z0O044) ribosomal protein L20 

[Nicotiana tabacum] >gi_225221_prf 1211235BC ribosomal 

protein L20 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length* 

% identity 

NCBI Description 



168700 

LIB3234-070-P1-K1-G2 

BLASTX 

g2286069 

411 

2.0e-40 

123 

67 

(U72155) beta-glucosidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168701 

LIB3234-070-P1-K1-G3 

BLASTX 

g4586256 

574 

2.0e-59 

121 

94 

(AL04 9640) probable pfiotosystem I chain XI precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168702 

LIB3234-070-P1-K1-G4 

BLASTN 

g2980787 

207 

l.Oe-113 

388 

98 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168703 

LIB3234-070-P1-K1-G5 

BLASTX 

g3335169 

657 

3.0e-69 

125 

98 



22870 



NCBI Description 



(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4 455197_emb_CAB36520.1_ (AL0354 40) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168704 

LIB3234-070-P1-K1-G6 

BLASTN 

g3228389 

356 

O.Oe+00 

380 

98 

Genomic sequence for Arabidopsis thaliana BAG F17L21, 
complete sequence [Arabidopsis thaliana] 

168705 

LIB3234-070-P1-K1-G8 

BLASTX 

gll70939 

397 

l.Oe-38 

81 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE. 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi__429108_emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methioni'ne synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168706 

LIB3234-070-P1-K1-G9 

BLASTX 

g3819164 

548 

2.0e-56 

122 

90 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168707 

LIB3234-070-P1-K1-H2 

BLASTX 

g4678299 

54 

l.Oe-53 

112 

98 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

168708 

LIB3234-070-'Pl-Kl-H3 

BLASTX 

g4204308 

356 



22871 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



7.0e-34 

68 

91 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168709 

LIB3234-070-P1-K1-H4 

BLASTX 

g82051 

317 

3.0e-29 

119 

55 

lipid body-associated membrane protein - carrot 
>gi_2594 53_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 

168710 

LIB3234-070-P1-K1-H5 

BLASTX • 

g3024871 

356 • . 

7.0e-34 

125 

54 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_106l579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp . ] - 

168711 

LIB3234-070-P1-K1-H6 

BLASTX 

g3025470 

341 

4.0e-32 

127 

49 

(U76756) endo-beta-1, 4-glucanase [Pinus radiata] 
168712 

LIB3234-070-P1-K1-H7 

BLASTX 

g2980772 

146 

3.0e-09 - ' 

84 

44 

(AL022198) putative protein [Arabidopsis thaliana] 
168713 

LIB3234-070-P1-K1-H8 

BLASTN 

g4079614 

322 

O.Oe+00 



22872 



Kiatcn xengtn 


'in r\ 
J / U 


% Identity 


y 0 


MUDi uescnption 


Arabidopsis thaliana chromosome I BAC F21M11 genomic 




secjuence, complete sequence [Arabidopsis thaliana] 


C £i M 
06Cj. INO . 


i DO / i 4 


Cfii/^ T n 

oeq. lu 


T Tmoi/i mi Di VI A1 
LXd04.Jh — U / 1 — rl — Ki -Ai 


I it; ui ivju 


RT AQTW 


NCBI GI 


g336274 


BLAST score 


173 


E value 


^ . ue yz 


iYiat.cn -Lengtn 


J ± y 


% identity 


Q 1 


INk^DJ. iJcbCirj.pL.iUn 


Hinus mcana cnioropiast Zob rRNA, 4 . oS rRNA, oS rRNi 




tRNA-Arg, ana tRNA-Asn genes 




1 Do / ID 


*^prr TD 
ocv^ • J. Ly 


JjJ-DO^jfl U / X rl J\l i^lU 


Method 


BLASTX 


NCBI GI 


g3789828 


DLtr\0 L SCOie 


1 Q7 
10/ 


E value 


4 . ue— 1 4 


Match length 


oU 


ft' T r\ 1 4" T ^ 

^ laent-ity 


ou 


NCbi uescnption 


(AF061412) CAULIFLOWER [Arabidopsis thaliana] 


oeg . iNO . 


1 bo /lb 


oeq. lu 


mi Ol T/'l 7\10 

l>lbJzJ4-U /1-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3688162 


dLlRo 1 score 


1 "7 Q 

1 /o 


E value 


1 1 Q 

1 . ue-1 y 


Match length 


00 


^ iuentiLy 


y 0 


Nursi uescnption 


(AJ009672) centrin [Arabidopsis thaliana] 


O 6 . LN O • 


1 Do / 1 / 


oecj* ±U 


liiaoZJfl — U /I — r 1 — J\l— AZ 


Lie UiiwU 


Olj/lO 1 LN 


NCBI GI 


g3668073 


BLAST score 


313 


ej vaxue 


1 . ue— 1 / b 


LYiai-cn lengun 


/ 


% identity 


y / 


iNL/Di ues crip Lion 


Arabidopsis thaliana chromosome II BAC T4C15 genomic 




sequence, complete sequence [Arabidopsis thaliana] 




1 CO 7 1 o 
1 Do / 10 


Seq. ID 


T.TR'^9'^4-n71 - PI -Pfl -a'^ 

J-iXOO^ J4 U / X tX f\X riO 


Method 


BLASTN 


NCBI GI 


g4589414 


BLAST score 


179 


E value 


4.0e-96 


Match length 


298 


% identity 


97 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K14B15, complete sequence 



22873 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168719 

LIB3234-071-P1-K1-A4 

BLASTN 

gl6181 

81 

l.Oe-37 

305 

85 

A.thaliana gehe for tonoplast intrinsic protein 
alpha-TIP(Ara) >gi_166622_gb_M84 343_ATHATIP Arabidopsis 
thaliana tonoplast intrinsic protein (alpha-TIP) gene, 
complete cds 



oecj . iNo . 


1 <^ D 7 on 
X Oo / ^1 u 






Method 


nXi/ib i A 




gx D<i X o J y 


DiiAoi score 


O Q Q 


E value 


X . ue— ^:^ 


^ "t* r\ 1 ^ r\ 

lYiaucn xengun 


xu D 


% identity 






tUiiOfiXD; annexxn xxKe 


Seq. No. 


168721 


oeq. xu 


LiXdoZ U / X— rX — KX— Ao 


ixie r.noa 


dXiAo 1 A 


INUdX UX 


g^4C bX^U 


dXi/io i score 


1 Q c; 
X y o 


E value 


D . ue— xo 


jyiaucn xengun 


1 m 
xu X 


15 X(J.cIlClL.y 


f± u 
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Seq. No. 


168722 


Seq. ID 


LIB3234-071-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g4589414 


BLAST score 


66 


E value 


8.0e-29 


Match length 


158 


% identity 


89 


NCBI Description 


Arabidopsis thaliana < 




K14B15, complete sequ( 


Seq. No. 


168723 


Seq. ID 


LIB3234-071-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g4314374 


BLAST score 


288 


E value 


l.Oe-161 


Match length 


292 


% identity 


100 



NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



168724 



22874 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI. GI 
BLAST score 
E value 

Match length ^'^ 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3234-071-P1-K1-B11 

BLASTN 

g710625 

246 

l.Oe-136 

281 

96 

Arabidopsis thaliana mRNA for ERD15 protein. 



complete cds 



168725 

LIB3234-071-P1-K1-B12 

BLASTN 

g4455262 

303 

l.Oe-170 

360 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 

168726 

LIB3234-071-P1-K1-B2 

BLASTN 

g4539378 

132 

5.0e-68 

328 

77 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

168727 

LIB3234-071-P1-K1-B3 

BLASTX 

g384341 

184 

l.Oe-13 

97 

39 

major storage protein [Theobroma cacao] 



168728 

LIB3234-071-P1-K1-B4 

BLASTN 

g3688161 

105 

6.0e-52 

124 

100 

Arabidopsis thaliana 
168729 

LIB3234-071-P1-K1-B9 

BLASTX 

g3819164 

392 

3.0e-38 



F17L22 



F28A21 



mRNA for centrin 



22875 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



94 
83 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 

168730 

LIB3234-071-P1-K1-C1 

BLASTN 

g2760170 

284 

l.Oe-159 

340 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MI024, complete sequence [Arabidopsis thaliana] 

168731 

LIB3234-071-P1-K1-C10 

BLASTX 

gll68256 

119 

4.0e-58 

120 

97 

ASPARTATE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(TRANSAMINASE A) >gi_693688 (U15026) aspartate 

aminotransferase [Arabidopsis thaliana] >gi_3201622 
(AC004 669) aspartate aminotransferase [Arabidopsis 

thaliana] 

168732 

LIB3234-071-P1-K1-C3 

BLASTX 

gll8926 

161 

4 .Oe-11 

69 

46 • 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

168733 

LIB3234-071-P1-K1-C5 

BLASTX 

g4510397 

613 

5.0e-64 

122 

96 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
168734 

LIB3234-071-P1-K1-C7 



22876 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descrip^;ion 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3869253 

229 

4.0e-19 
104 

51 

(U39288) ferredoxin-dependent 
[Arabidopsis thaliana] 



glutamate synthase precursor 



168735 

LIB3234-071-P1-K1-C9 

BLASTX 

g3334128 

79 

2.0e-52 

124 

95 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi_1066348 (U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis 
thaliana] 

168736 

LIB3234-071-P1-K1-D12 

BLASTX 

g267073 

634 

2.0e-66 

125 

97 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

168737 

LIB3234-071-P1-K1-D3 

BLASTN 

g2494110 

286 

l-Oe-160 

322 

97 

Sequence of BAC TlGll from Arabidopsis thaliana chromosome 
1/ complete sequence [Arabidopsis thaliana] 

168738 

LIB3234-071-P1-K1-D4 

BLASTN 

g4757413 

206 

l.Oe-112 

276 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MX021, complete sequence 



22877 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168739 

LIB3234-071-P1-K1-D5 

BLASTX 

g4581146 

508 

l.Oe-51 

115 

89 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

168740 

LIB3234-071-P1-K1-D7 

BLASTX 

g548847 

379 

l.Oe-36 

75 

99 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_1086182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_225248_prf .1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 

168741* 

LIB3234-071-P1-K1-D8 

BLASTX 

g2642157 

273 

4 .Oe-24 
111 

50 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
168742 

LIB3234-071-P1-K1-E10 

BLASTX 

gll2682 

559 

l.Oe-57 

122 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

168743 

LIB3234-071-P1-K1-E2 

BLASTX 

g514324 

135 

3.0e-18 

62 

87 

{L34773) RNA polymerase subunit [Arabidopsis thaliana] 



22878 



Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_24 62755 (AC002292) RNA polymerase subunit (isoform B) 

[Arabidopsis thaliana] >gi_1586550_prf 2204246B RN^" 

polymerase [Arabidopsis thaliana] 

168744 

LIB3234-071-P1-K1-E4 

BLASTN 

g3540210 

166 

2.0e-88 

317 

89 

Arabidopsis thaliana chromosome I BAG F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168745 

LIB3234-071-P1-K1-E7 

BLASTX 

g2492514 

361 

2.0e-34 

92 

77 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 
>gi_14 83215_emb_CAA68141_ (X99808) chloroplast FtsH 
protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168746 

LIB3234-071-P1-K1-E9 

BLASTN 

g2828278 

179 

4.0e-96 

358 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



3AC clone T18B16 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168747 

LIB3234-071-P1-K1-F10 

BLASTN 

g2618604 

363 

O.Oe+00 
383 

. 99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTG13, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168748 

LIB3234-071-P1-K1-F12 

BLASTX 

g384341 

173 

2.0e-12 

101 

38 



22879 



NCBI Description 



major storage protein [Theobroma cacao] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168749 

LIB3234-071-P1-K1-F3 

BLASTN 

g2351062 

343 

O.Oe+00 

375 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168750 

LIB3234-071-P1-K1-F4 

BLASTN 

g4757403 

37 

2.0e-ll 

69 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12 , complete sequence 

168751 

LIB3234-071-P1-K1-F5 

BLASTN 

g4406790 

269 

l.Oe-150 

339 

96 

Arabidopsis thaliana chromosome II BAC T1016 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168752 

LIB3234-071-P1-K1-F7 

BLASTN 

g4678705 

295 

l.Oe-165 

359 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 

168753 

LIB3234-071-P1-K1-G10 

BLASTX 

g462147 

65 

5.0e-22 

68 

85 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) 
(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 



22880 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923_emb_CAA48940_ {X69195) glucose-6-phosphate 
isomerase [Arabidopsis thaliana] 

168754 

LIB3234-071-P1-K1-G12 

BLASTX 

g2781354 

554 

5.0e-57 

108 

95 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
168755 

LIB3234-071-P1-K1-G8 

BLASTN 

g3406034 

46 

8.0e-17 

175 

88 

BAC F18A17 from chromosome V containing TINY at 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 

NCBI GI > 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168756 

LIB3234-071-P1-K1-H1 

BLASTN 

g3894179 

81 

l.Oe-37 

201 

85 

Arabidopsis thali ana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168757 

LIB3234-071-P1-K1-H6 

BLASTX 

gl33750 

547 

3.0e-56 

108 

97 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_320170__pir ^A26574 ribosomal protein S12 - soybean 

chloroplast >gi_11572_emb_CAA28 661_ (X05013) rpsl2 [Glycine 
max] 

168758 

LIB3234-071-P1-K1-H8 

BLASTN 

g4753195 

298 

l.Oe-167 

372 

88 



22881 



NCBI Description 



Arabidopsis thaliana BAG F15A18 from chromosome V near 68. 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168759 
■LIB3234-071-P1-K1-H9 
BLASTX 
g2924779 
363 

6.0e-35 

91 

80 

{AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA2524 8_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168760 

LIB3234-072-P1-K1-A12 

BLASTN 

g4206762 

215 

l.Oe-117 

282 

93 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

168761 

LIB3234-072-P1-K1-A3 

BLASTN 

g2760164 

364 

O.Oe+00 

380 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18P6, complete sequence [Arabidopsis thaliana] 

168762 

LIB3234-072-P1-K1-A5 

BLASTX 

g3805849 

625 

2.0e-65 

125 

98 

(AL031986) cytoplasmatic aconitate hydratase (citrate 
hydro-lyase) (aconitase) (EC 4.2.1.3) [Arabidopsis thaliana] 

168763 

LIB3234-072-P1-K1-A6 

BLASTN 

g4544435 

34 

l.Oe-09 
64 



22882 



% identity 89 

NCBI Description Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168764 

LIB3234-072-P1-K1-A9 ■ - 

BLASTX 

g2842490 

608 

2.0e-63 

117 

97 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
168765 

LIB3234-072-P1-K1-B12 

BLASTN 

g4206762 

49 

2.0e-18 

88 

89 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

168766 

LIB3234-072-P1-K1-B3 

BLASTN 

g4159704 

223 

l.Oe-122 

361 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

168767 

LIB3234-072-P1-K1-B7 

BLASTX 

g2244892 

272 

5.0e-24 

68 

76 

(Z97338) similarity to cycloartenol synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168768 

LIB3234-072-P1-K1-B8 

BLASTX 

gl628583 

226 

l.Oe-21 

105 

63 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892 (AL021749) 12S 



22883 



cruciferin seed storage protein (Arabidopsis thaliana] 





± DO t K>zf 


Seq. ID 


LIB3234-072-P1-K1-C11 


Method 


BLASTN 




goDDy4 y 1 


bLiAbi score 


o Q n 


E value 


i . Ue-loD 


Match length 


OHO 


% identity 


yb 


NCBI Description 


Sequence of BAG T22H22 from Arabidopsis thaliana chromosome 




1, complete sequence [Arabidopsis thaliana] 


9prr Mo 


X U O / 1 \J 


Seq, ID 


LIB3234-072-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl345973 


BLAST score 


421 


E value 


2.0e-41 


Match length 


95 


% identity 


81 


NCBI Description 


OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 



>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168771 

LIB3234-072-P1-K1-C2 

BLASTX 

gl345973 

431 

l.Oe-42 

97 

81 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04 505__ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168772 

LIB3234-072-P1-K1-C3 

BLASTX 

g2500378 

437 

2.0e-43 

94 

86 



22884 



60S RIBOSOMAL PROTEIN L37 
168773 

LIB3234-072-P1-K1-C4 

BLASTX 

g2961542 

513 

3.0e-52 

93 

100 

(AF0504 63) zinc finger transcription factor [Arabidopsis 
thaliana] 



NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



168774 

LIB3234-072-P1-K1-C5 

BLASTX 

g2062165 

74 

8.4e-01 

111 

32 

(AC001645) jasmonate 
thaliana] 



168778 

LIB3234-072-P1-K1-D2 



inducible protein 



isolog [Arabidopsis 



1-68775 

LIB3234-072-P1-K1-C6 

BLASTX 

g3785989 

92 

5.0e-63 

125 

98 

(AC005560) unknown protein [Arabidopsis thaliana] 
168776 

LIB3234-072-P1-K1-C7 

BLASTN 

g4756963 

227 

l.Oe-125* 

368 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

168777 

LIB3234-072-P1-K1-D11 

BLASTN 

gl785729 

35 

2.0e-10 

141 

86 

A. thaliana mitochondrial genome, part B 



22885 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2119846 

555 

3.0e-57 
115 

' 91 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_einb_CAA45790__ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

168779 

LIB3234-072-P1-K1-D3 

BLASTN 

g4115930 

346 

O.Oe+00 

370 

98 

Arabidopsis thaliana BAC T4B21 
168780 

LIB3234-072-P1-K1-D4 

BLASTX 

g3024871 

244 

9.0e-21 

101 

49 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_100157 9_dbj_BAA10206_ (D64000) ABCl-like [Synechocysti 
sp. ] 

168781 

LIB3234-072-P1-K1-D6 

BLASTX 

g4325324 

641 

3.0e-67 

124 

98 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168782 

LIB3234-072-P1-K1-D9 

BLASTN 

g3738313 

311 

l.Oe-175 

373 

96 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22886 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



168783 

LIB3234-072-P1-K1-E10 

BLASTX 

g4263722 

184 

5.0e-29 

78 

87 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
168784 

LIB3234-072-P1-K1-E11 

BLASTX 

g3935157 

182 

2.0e-25 

72 

86 

(AC005106) T25N20.21 [Arabidopsis thaliana] 
168785 

LIB3234-072-P1-K1-E12 

BLASTN 

g2564048 ■ 

233 

l.Oe-128 

325 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKD15, complete sequence [Arabidopsis thaliana] 

168786 

LIB3234-072-P1-K1-E3 

BLASTN 

g3892698 

272 

l.Oe-151 

378 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7K2 
(ESSAII project) 

168787 

LIB3234-072-P1-K1-E7 

BLASTX 

g2911060 

161 

5.0e-ll 

78 

30 

(AL021961) putative protein [Arabidopsis thaliana] 
>gi_3297826_emb_CAA19884.1_ (AL031032) putative protein 
[Arabidopsis thaliana] 

168788 

LIB3234-072-P1-K1-F12 



22887 



Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g4455168 

104 

3.0e-51 

312 

88 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project')- 



BAC clone FIOMIO 



168789 

LIB3234-072-P1-K1-F2 

BLASTN 

g4519195 

291 

l.Oe-163 

336 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MQC12, complete sequence 



PI clone 



168790 

LIB3234-072-P1-K1-F3 

BLASTX 

g4154281 

286 

l.Oe-25 

68 

76 

(AF082347) C13 endopeptidase NPl precursor [Zea mays] 
168791 

LIB3234-072-P1-K1-F4 

BLASTX 

gl791309 

4 67 

6.0e-47 

102 

93 

(U83500) cystathionine gamma -synthase [Arabidopsis 
thaliana] >gi_2852454__dbj_BAA24 699_ (AB010888) 
cystathionine gamma- synthase [Arabidopsis thaliana] 

168792 

LIB3234-072-P1-K1-F5 

BLASTX 

glll3941 

274 

3.0e-24 

89 

60 

(U40713) Pv42p [Phaseolus vulgaris] 
168793 

LIB3234-072-P1-K1-F6 

BLASTX 

g3334128 

68 



22888 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-54 

125 

97 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi_1066348 (U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168794 

LIB3234-072-P1-K1-F7 

BLASTX 

g3096912 

450 

6.0e-45 

95 

98 

(AL023094) putative protein [Arabidopsis thaliana] 
168795 

LIB3234-072-P1-K1-F9 

BLASTX 

g3869088 

430 

2.0e-42 

103 

81 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
168796 

LIB3234-072-P1-K1-G1 

BLASTX 

gl32074 

577 

8.0e-60 

106 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063__pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

168797 

LIB3234-072-P1-K1-G10 

BLASTX 

g2829893 

516 

l.Oe-52 

108 

96 

{AC002311) phosphoglucomutase [Arabidopsis thaliana] 
168798 

LIB3234-072-P1-K1-G12 

BLASTX 

gll8926 

252 

l.Oe-21 



22889 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
54 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

,PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

168799 

LIB3234-072-P1-K1-G2 

BLASTX 

gl32074 

350 

3.0e-33 

84 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No, 


168800 


Seq. ID 


LIB3234-072-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


170 


E value 


2.0e-12 


Match length 


44 


% identity 


70 


NCBI Description 


(AF082347) C13 endopeptidase NPl precursor [Zea 


Seq. No. 


168801 


Seq. ID 


LIB3234-072-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g2351065 


BLAST score 


300 


E value 


l.Oe-168 


Match length 


352 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MHF15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168802 


Seq. ID 


LIB3234-072-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g419757 


BLAST score 


522 


E value 


2.0e-53 



PI clone: 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



125 
83 

ketol-acid reductoisomerase 
Arabidopsis thaliana 

168803 

LIB3234-072-P1-K1-H1 
BLASTX 



(EC 1,1.1.86) precursor - 



22890 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll70606 
271 

7.0e-24 
63 

84 : - 

ADENYLATE KINASE, CHLOROPLAST (ATP-AMP TRANSPHOSPHORYLASE) 

>gi_;629863_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi_3114421_pdb_lZAK_A Chain A, 

Adenylate Kinase From Maize In Complex With The Inhibitor 

PI, P5-Bis (Adenosine-5 * -) pentaphosphate (Ap5a) 

>gi_3114 422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 

In Complex With The Inhibitor 

PI, P5-Bis (Adenosine-5 ' -) pentaphosphate (Ap5a) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168804 

LIB3234-072-P1-K1-H10 

BLASTN 

g4538990 

246 

l.Oe-136 

345 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



T5L19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168805 

LIB3234-072-P1-K1-H12 

BLASTX 

g4588779 

264 

4.0e-23 

75 

67 

(AF117267) UDP glucose : flavonoid 3-0-glucosyl transferase 
[Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168806 

LIB3234-072-P1-K1-H2 

BLASTN 

g2828182 

40 

3.0e-13 

64 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0J9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168807 

LIB3234-072-P1-K1-H3 

BLASTX 

g3983125 

492 

8.0e-50 

125 

78 

{AF097648 ) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 



22891 





X Q O O U O 


Seq. ID 


LIB3234-072-P1-K1-H4 


Method 


BLASTX 




rrl fi 7 1 1 7 4 
yXo / XX t 'i 


DLtnO i SCOXTc 




E value 


o • ue 0 X 




X ^ ^ 


ft- T ^ ^ t y 

^ laenciuy 


7 A 


M t3 T ^ ^ ^ 1^ ^ 1 1^ 

in^dx uesciipLion 


\u)yUHjy) acT-xn isoxoq 






O C ^ • -L LJ 


T.TR^9 "^4 -n7 9-P1 -K1 -Rt^ 


Method 


BLASTX 


NCBI GI 


g2649345 




J u 3 


E vslus 






1 90 


^ xuciii_xuy 


o o 


ln^dx uesci xpt xon 


\/uijUuxuxy; urypuopnan 




[ Archaeoglobus fulgidi 




X DO O X u 




T TR'^9'^4 — 079 — Pi —K^ - Hf^ 


Method 


BLASTN 


NCBI GI 


g4753195 


DLtr\J I oOOic 


"^9 


P V3 1 HP 

i_l V CL -1- L>LC 




Match length 


379 


% identity 


89 


NCBI Description 


Arabidopsis thaliana 1 




cM, complete sequence 


Seq. No, 


168811 


Seq. ID 


LIB3234-072-P1-K1-H7 



(trpB-l) 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68.5 



BLASTX 

gl076423 

186 

6.0e-35 

104 

79 

transcription factor 0BF5 - Arabidopsis thaliana (fragment) 
>gi_414 615_emb_CAA49525_ (X69900) ocs-element binding 
factor 5 [Arabidopsis thaliana] 

168812 

LIB3234-072-P1-K1-H8 

BLASTX 

g4038491 

177 

6.0e-13 

122 

36 

{AJ131705) poly (ADP-ribose) polymerase [Arabidopsis 
thaliana] 



Seq. No. 



168813 



22892 





i_tXO«J^.J*i \J 1 £. IT X £\X 




RT.ASTN 


NCBI GI 


g2342673 


BLAST score 


78 


Hi vox Lie? 


ft Op-'^fi 




^ X 




0 ^ 




^pmi^nr-e RAP F7f^1 Q ■PrriTn At^^^H 

li^cv^uc^iLoc ux onv^ C fOX^ X X Uill jnXdl^. 




X/ oUiLL^xcL.c otrLj[UdiOC 1, AX di^XUw^O. 


Sea No. 


168814 


Seq. ID 


LIB3234-074-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g2924257 




31 


J_i V CI -L LI ^ 




Lid L. Oil xdi^L.11 


0 X 


^ XV-AdiL-XL.^ 




iNV_/OX L^c 0 ox X^ U X Wil 




Cpry No 


1 68815 

d. \J \J KJ J- -J 


. X 


XiXOO^O^i \J 1 H IT X JaX jTIXU 


Met*hofi 


BLASTN 


NCBI GI 


g4589950 


BLAST score 


118 - 


F 1 1 1 0 

Cj vdXLXC 


4 Dp-fin 




X J U 


^ XUcIl L -L L. y 


J 0 


LNv^OX 0 L'X X^ U. X Vjli 


rix dijxvjiopoxs Lncixj.and cnxouiosoiue 




sequence/ coiupxece sequence 


Sea No 


168816 

X U U U X u 




T.TR^P^d-Old-PI-Pfl-AI 1 
XiXOO^Ort U/*± ITX IVX rrXX 


Method 


BLASTN 


NCBI GI 


g4733980 


BLAST score 


38 


^ V dX Lie 


6 Op-I 9 

.U ■ VJ C X ^ 


Lid L. Oil Xdlv^ULl 


X ^ 0 


^ XLlCliL.XL.y 


ft n 

0 u 


LNWOX L^CI>OOi LLp/UiX^ll 


AX diuf xuw^o X 0 uiiaxxdiid oiix l^iill/oL^ili^ 




o^^uciiLrC/ v^fjiiL^x e u e oe^ueiioe 


Sea No 


168817 


Seq. ID 


LIB3234-074-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g4589438 


BLAST score 


373 


E value 


O.Oe+00 


Match length 


385 


% identity 


99 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



Arabidopsis thaliana genomic DNA, 
MQJ2, complete sequence 

168818 

LIB3234-074-rPl-Kl-A3 

BLASTX 

gl276946 



chromosome 5, PI clone: 



22893 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

l.Oe-22 

115 

50 

(□47078) globulin-like protein [Daucus carota] >gi_1458098 

(U62395) globulin-like protein [Daucus carota] 

168819 

LIB3234-074-P1-K1-A4 

BLASTX 

gll2682 

340 

6.0e-32 

73 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 {M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

168820 

LIB3234-074-P1-K1-A5 

BLASTX 

g3445209 

406 

9.0e-40 

101 

71 

(AC004786) 
thaliana] 



putative serine carboxypeptidase I [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168821 

LIB3234-074-P1-K1-A6 

BLASTN 

g2182286 

167 

6.0e-89 

342 

98 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

168822 

LIB3234-074-P1-K1-A7 

BLASTX 

gll70939 

514 

2.0e-52 

104 

94 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084 408_pir S4 6540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA808 67_ (224743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



22894 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168823 

LIB3234-074-P1-K1-A8 

BLASTX 

gll70937 

158 

l,0e-10 

64 

47 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) {ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168824 

LIB3234-074-P1-K1-A9 

BLASTX 

g2342727 

522 

2.0e-53 

126 

80 

(AC002341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168825 

LIB3234-074-P1-K1-B10 

BLASTN 

g3169169 

59 

2.0e-24 

132 

91 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168826 

-LIB3234-074-P1-K1-B11 

BLASTN 

g4586098 

355 

O.Oe+00 

355 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168827 

LIB3234-074-P1-K1-B6 

BLASTN 

g2828185 

379 

O.Oe+00 

379 

59 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUD21, complete sequence [Arabidopsis thaliana] 



22895 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168828 

LIB3234-074-P1-K1-B8 

BLASTX 

gl25606 

155 

2.0e-10 

53 

60 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_22576_emb_CAA37727_ {X53688) pyruvate kinase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168829 

LIB3234-074-P1-K1-B9 

BLASTN 

g3169169 

63 

7.0e-27 

160 

89 

Arabidopsis thaliana chromosome' II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


168830 


Seq. ID 


LIB3234-07 4-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g511598 


BLAST score 


335 


E value 


O.Oe+00 


Match length 


363 


% identity 


26 


NCBI Description 


Arabidopsis thaliana cell 




complete cds 


Seq. No. 


168831 


Seq. ID 


LIB3234-07 4-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl350768 


BLAST score 


376 


E value 


3.0e-36 


Match length 


90 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN L7A 


Seq. No. 


168832 


Seq. ID 


LIB3234-074-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g4263813 


BLAST score 


292 


E value 


l.Oe-163 


Match length 


331 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chron 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



168833 



22896 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-074-P1-K1-C2 

BLASTX 

gl402914 

447 

l.Oe-4 4 

93 

96 

(X98318) peroxidase [Arabidopsis thaliana] 
168834 

LIB3234-074-P1-K1-C3 

BLASTX 

gl943751 

644 

l.Oe-67 

127 

98 

(U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 {U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 

168.835 

LIB3234-074-P1-K1-C4 

BLASTX 

gl40285 

203 

5.0e-16 

46 

85 

HYPOTHETICAL 19 KD PROTEIN (ORF 168) 







tabacum] 


i 


Seq. No. 


168836 




Seq. ID 


LIB3234-074-P1-K1-C8 




Method 


BLASTX 




NCBI GI 


gl402914 




BLAST score 


588 




E value 


4 .Oe-61 




Match length 


117 




% identity 


99 




NCBI Description 


(X98318) peroxidase | 




Seq. No. 


168837 




Seq. ID 


LIB3234-074-P1-K1-D1 




Method 


BLASTN 




NCBI GI 


g2832611 




BLAST score 


320 




E value 


l.Oe-180 




Match length 


380 




% identity 


96 




NCBI Description 


Arabidopsis thaliana 






(ESSAII proje.ct) 




Seq. No. 


168838 




Seq. ID 


LIB3234-074-P1-K1-D10 




Method 


BLASTN 



4, BAC clone F13C5 



22897 



NCBI GI 

BLAST score 

E value \ 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220645 
349 

O.Oe+00 

376 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYA6, complete sequence [Arabidopsis thaliana] 

168839 

LIB3234-074-P1-K1-D11 

BLASTN 

g4220645 

132 

3,0e-68 

220 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYA6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168840 

LIB3234-074-P1-K1-D3 

BLASTN 

g3046849 

239 

l.Oe-132 

365 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG 
K18L3, complete sequence [Arabidopsis thaliana] 



168841 

LIB3234-074-P1-K1-D4 

BLASTN 

g3046849 

124 

3.0e-63 

205 

91 

Arabidopsis thaliana genomic DNA, chromosome 5-, 
K18L3, complete sequence [Arabidopsis thaliana] 



clone 



TAG clone 



168842 

LIB3234-074-P1-K1-D6 

BLASTN 

gl931636 

303 

l,0e-170 

375 

95 

Arabidopsis thaliana BAG T19D16 genomic sequence 
168843 

LIB3234-074-P1-K1-D8 

BLASTN 

g4757417 

374 

0,0e+00 



22898 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



378 
100 



Arabidopsis thaliana genomic DNA, 
T30G6, complete sequence 



chromosome 5, PI clone: 



168844 

LIB3234-074-P1-K1-D9 

BLASTN 

g4220645 

345 

O.Oe+00 

372 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone: 



168845 

LIB3234-074-P1-K1-E10 

BLASTN 

g4587986 

353 

O.Oe+00 
' 373 
99 

Arabidopsis thaliana ABA-regulated gene cluster, complete 
sequence 

168846 

LIB3234-074-P1-K1-E11 

BLASTN 

g4558521 

333 

O.Oe+00 

377 

97 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

168847 

LIB3234-074-P1-K1-E12 

BLASTX 

g2832643 

174 

l.Oe-12 

120 

38 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
168848 

LIB3234-074-P1-K1-E2 

BLASTN 

g3228389 

310 

l.Oe-174 

354 

97 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 



22899 



complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168849 

LIB3234-074-P1-K1-E3 

BLASTN 

g4539290 

327 

O.Oe+00 

384 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F14M19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168850 

LIB3234-074-P1-K1-E4 

BLASTN 

g4539290 

197 

l.Oe-107 

237 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F14M19 



168851 

LIB3234-074-P1-K1-E5 

BLASTN 

g3046851 

234 

l.Oe-129 

298 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence ' [Arabidopsis thaliana] 



Seq. No. 


168852 


Seq. ID 


LIB3234-074-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4510397 


BLAST score 


602 


E value 


l.Oe-62 


Match length 


113 


% identity 


99 


NCBI Description 


(AC006587) putative preproMP27-MP32 


Seq. No. 


168853 


Seq. ID 


LIB3234-074-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g544122 


BLAST score 


668 


E value 


2.0e-70 


Match length 


127 


% identity 


99 


NCBI Description 


APOCYTOCHROME F PRECURSOR >gi_629599 




plastoquinol — plastocyanin reductase 



cytochrome f precursor - turnip chloroplast 
>gi_441282_emb_CAA54307_ {X77011) cytochrome f [Brassica 



22900 



rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168854 

LIB3234-074-P1-K1-F10 

BLASTN 

g4733991 

53 

7.0e-21 

85 

46 

Arabidopsis thai iana chromosoitie II BAC T4D8 genomic 
sequence, complete sequence 

168855 

LIB3234-074-P1-K1-F11 

BLASTN 

g3643588 

233 

l.Oe-128 

288 

98 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168856 

LIB3234-074-P1-K1-F12 

BLASTN 

g3643588 

153 

l.Oe-80 

169 

98 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168857 

LIB3234-074-P1-K1-F2 

BLASTX 

gl402878 

352 

2.0e-33 

125 

56 

(X98130) unknown [Arabidopsis thaliana] 
168858 

LIB3234-074-P1-K1-F3 

BLASTN 

g2459406 

214 

l.Oe-117 

371 

100 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete' sequence [Arabidopsis thaliana] 



Seq. No. 



168859 



22901 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-074-P1-K1-F5 

BLASTX 

g4544432 

293 

2.0e-26 

62 

85 

(AC006955) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



168860 

LIB3234-074-P1-K1-G1 

BLASTN 

g3702724 

102 

4.0e-50 

153 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17N15, complete sequence [Arabidopsis thaliana] 

168861 

LIB3234-074-P1-K1-G10 

BLASTN 

gl279569 

57 

3.0e-23 

181 

88 

Nicotiana acuminata chloroplast JLA region, l-1028bp 
168862 

LIB3234-074-P1-K1-G12 

BLASTN 

g3273742 

192 

l.Oe-104 

269 

97 

Arabidopsis thaliana lipid transfer protein 2 precursor 
(LTP2) gene, complete cds 

168863 

LIB3234-074-P1-K1-G2 

BLASTX 

g548847 

392 

4.0e-38 

77 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_108 6182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_225248_prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum]* 

168864 

LIB3234-074-P1-K1-G3 



22902 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match -length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

gl25606 

199 

2.0e-15 

61 

66 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63__pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_22576_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 

168865 

LIB3234-074-P1-K1-G4 

BLASTN 

g2660661 

132 

2.0e-68 

172 

79 

Arabidopsis thaliana chromosome V BAC T19K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168866 

LIB3234-074-P1-K1-G6 

BLASTN 

g2660661 

73 

7.0e-33 

198 

93 

Arabidopsis thaliana chromosome V BAC T19K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168867 

LIB3234-074-P1-K1-G7 

BLASTX 

gl619602 

280 

6.0e-25 

90 

59 

(Y08726) MtN3 [Medicago truncatula] 
168868 

LIB3234-074-P1-K1-G8 

BLASTX 

gl66570 

209 

9.0e-17 

106 

43 

(L04173) glycine rich protein [Arabidopsis thaliana] 
168869 

LIB3234-074-P1-K1-G9 

BLASTN 

gl279569 



22903 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

l.Oe-40 
234 

89 - - 

Nicotiana acuminata chloroplast JLA region, l-1028bp 
168870 

LIB3234-074-P1-K1-H1 

BLASTN 

g3885325 

315 

l.Oe-177 

377 

97 

Arabidopsis thaliana chromosome II BAG T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168871 

LIB3234-074-P1-K1-H10 

BLASTN 

g3241923 

274 

l.Oe-153 

290 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMNIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



168872 

LIB3234-074-P1-K1-H2 

BLASTX 

g3914899 

195 

l.Oe-15 

45 

78 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 

168873 

LIB3234-074-P1-K1-H3 

BLASTN 

g4519190 

289 

l.Oe-161 

364 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K6A12, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168874 

LIB3234-074-P1-K1-H4 

BLASTX 

g543841 

472 

2.0e-47 
93 



22904 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



98 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166K ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 63074 7_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

168875 

LIB3234-074-P1-K1-H5 

BLASTN 

g4544405 

315 

l.Oe-177 

383 

96 

Arabidopsis thaliana chromosome II BAG F28I8 genomic 
sequence, complete sequence 

168876 

LIB3234-074-P1-K1-H6 

BLASTX 

g2499973 

418 

3.0e-41 

103 

83 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
>gi_1465366_emb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 

168877 

LIB3234-074-P1-K1-H7 

BLASTX 

g2262167 

506 

2.0e-51 

103 

92 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

168878 

LIB3234-074-P1-K1-H9 

BLASTN 

g2494110 

317 

l.Oe-178 

329 

99 

Sequence of BAG TlGll from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

168879 

LIB3234-075-P1-K1-A1 

BLASTN 

g2351061 



22905 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



83 

6.0e-39 

121 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAF19, complete sequence [Arabidopsis thaliana] 

168^80 

LIB3234-075-P1-K1-A10 

BLASTX 

g2326363 

428 

2.0e-42 

117 

74 

(AJ001037) DNA-directed RNA polymerase [Arabidopsis 
thaliana] 

168881 

LIB3234-075-P1-K1-A12 

BLASTN 

gl2235 

46 

9..0e-17 

74 

91 

S.cereale chloroplast ribosomal protein S15 (rpS15) gene in 
inverted repeat I (IR-I), complete cds 

168882 

LIB3234-075-P1-K1-A2 

BLASTX 

g2791606 

228 

6.0e-19 

68 

54 

(AL021287) gatB [Mycobacterium tuberculosis] 
168883 

LIB3234-075-P1-K1-A4 

BLASTX 

g4512627 

180 

3.0e-40 

101 

92 

{AC004793) Similar to gb_Z29643 protein kinase C inhibitor 
(PKCI) from Zea mays and a member of HIT family PF_01230. 
[Arabidopsis thaliana] 

168884 

LIB3234-075-P1-K1-A5 ■ 

BLASTN 

g3128139 

169 

4.0e-90 



22906 



Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



368 
99 

Arabiddpsis thaliana genomic DNA, chromosome 5/ PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 

168885 

LIB3234-075-P1-K1-A6 

BLASTN 

g4249393 

365 

O.Oe+00 

369 

100 

Arabidopsis thaliana chromosome II BAG T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168886 

LIB3234-075-P1-K1-B10 

BLASTX 

g3335169 

568 

8.0e-59 

114 

95 

(AF0678.57) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520. 1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

168887 

LIB3234-075-P1-K1-B11 

BLASTN 

g4220635 

324 

O.Oe+00 

360 

97 

Arabidopsis' thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 

168888 

LIB3234-075-P1-K1-B12 

BLASTN 

g4220635 

113 

8.0e-57 

206 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168889 

LIB3234-075-P1-K1-B3 

BLASTX 

g4522003 

566 

l.Oe-58 
120 



22907 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

(AC007069) putative protein kinase [Arabidopsis thaliana] 
168890 

LIB3234-075-P1-K1-B4 

BLASTX 

g2605714 

356 

6.0e-34 

108 

71 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168891 

LIB3234-075-P1-K1-B7 

BLASTX 

g2129727 

316 

3.0e-29 

96 

74 

RNA-binding protein 37 - Arabidopsis thaliana >gi_1174153 
(U44134) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 


168892 


Seq. ID 


LIB3234-075-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


^ g4558586 


BLAST score 


255 


E value 


l.Oe-141 


Match length 


360 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chrc 




complete sequence 


Seq. No. 


168893 


Seq. ID 


LIB3234-075-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


gl2219 


BLAST score 


85 


E value 


5.0e-40 


Match length 


260 


% identity 


93 


NCBI Description 


Mustard chloroplast trnk 


Seq. No. 


168894 


Seq. ID 


LIB3234-075-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2842474 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


58 


% identity 


90 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSAII project) 



1 BAC T5I8 sequence, 



22908 





X DO O^O 


Seq. ID 


XiXDJ^J*! \J I D tX IxX k-'O 


Method 


BLASTX 


NCBI GI 


g4490316 




1 on 

X i7U 


E vslue 


J . ue 




1 HQ 
X Uo 






iN^Di ufcjoc-i ipu ion 


tAxiUooD/o) nuceiiin-ixKe protein [Arabidopsii 


Seq, No. 


X DO O -? D 


o c: • J. Ly 


JjXdJ^ jfl— U /O Jrx 


Method 


BLASTX 


NCBI GI 


g226120 




^ X / 


1 1 1 O 
Hi vox 


1 Ho— 1 7 
1 . ue X / 




1 9n 




O D 




vicilin gene B [Saguinus oedipus] 


Qcirr Mo 

O C (.^ • IN V_<' • 


X DO 0 y / 


Seq. ID 


xiXDO^o** u /o irX rs.x 


Mpthorl 




NCBI GI 


g4510342 <; 


BLAST score 


186 


E vslue 


0 . u e X 4 




X xu 


^ xaenuXTiy . 


/I c 
4 D 


iNv^Dx ues cx xpu xon 


tAuuuoyzx} putatxve serxne/tnreonine protexn 




[Arabxdopsis thaliana] 




X DO O J o 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gl944201 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


55 . 


% identity 


60 



NCBI Description 



{AB002818) flavonoid 3-0-glucosyltransf erase [Perilla 
f rutescens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



168899 

LIB3234-075-P1-K1-C7 

BLASTX 

g3024434 

296 

7.0e-27 

88 

70 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_2564337_dbj_BAA22951_ 
(D88663) Tat binding protein 1 [Brassica rapa] 

168900 

LIB3234-075-P1-K1-D1 
BLASTX 



22909 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3335171 
547 

3.0e-56 

116 

90 

(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 
168901 

LIB3234-075-P1-K1-D11 

BLASTN 

g2656026 

346 

O.Oe+00 

362 

99 

Arabidopsis thaliana genomic 
MDF20 



DNA, chromosome 5/ PI clone; 



beq. NO. 


1 Do yuz 


oeq . lu 




Method 






r-yr A r\r\ CQ on 
g4UU bo^ / 


dLlRo I score 


T Q 


E value 


z , u e 0 D 




T 1 ... 

X J. D 


% identitv 


93 


NCBI Description 


{AC005970) subtilisin-like protease [Arabidopsis thaliana 


Seq. No. 


168 903".. 


Seq. ID 


LIB3234-075-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2851581 


BLAST score 


517 


E value 


8 .Oe-53 


Match length 


106 


% identity 


96 


NCBI Description 


DNA-DIRECTED RNA POLYMERASE BETA CHAIN 




>gi_2196464_emb_CAA74024_' (Y13690) DNA-dependent RNA 




polymerase subunit beta [Arabidopsis thaliana] 


Seq. No. 


168904 


Seq. ID 


LIB3234-075-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g4159701 


BLAST score 


42 


E value 


2,0e-14 


Match length 


124 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 




K22G18, complete sequence 



Seq. No. 168905 

Seq. ID LIB3234-075-P1-K1-D6 

Method BLASTX 

NCBI GI gl864017 

BLAST score 534 

E value 8.0e-55 



22910 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104 
98 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
168906 

LIB3234-075-P1-K1-D7 

BLASTX 

g3335169 

488 

2.0e-49 

117 

76 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4 455197_emb_CAB36520.1_ {AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 



1-075-P1-K1-D9 

13 



168907 
LIB3234- 
BLASTX 
g416447: 
175 

l.Oe-12 

40 

78 

(AF061157) negatively light-regulated protein [Vernicia 
fordii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI' GI 
BLAST score 
E value 
Match length 



168908 

LIB3234-075-P1-K1-E11 

BLASTX 

g2129767 

485 

4.0e-49 

105 

89 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615 
(D61394) beta-VPE [Arabidopsis thaliana] 

168909 

LIB3234-075-P1-K1-E12 

BLASTN 

g3510341 

228 

l.Oe-125 

362 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC16, complete sequence [Arabidopsis thaliana] 

168910 

LIB3234-075-P1-K1-E2 

BLASTN 

g4199934 

124 

3.0e-63 
156 



22911 



% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Genomic sequence for Arabidopsis thaliana BAC T3P18/ 
complete sequence [Arabidopsis thaliana] 



-E3 



168911 

LIB3234-075-P1-K1- 
BLASTN 
g2351066 
37 

2.0e-ll 

138 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0P9, complete sequence [Arabidopsis thaliana] 

168912 

LIB3234-075-P1-K1-E7 

BLASTX 

g3980388 

288 

6.0e-26 

61 

95 

{AC004561) 
thaliana] 



PI clone: 



putative glutathione. S-transf erase [Arabidopsis 



168913 --- ^ - 

LIB3234-07 5-P1-K1-E9 

BLASTN 

g2351066 

254 

l.Oe-141 

315 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0P9, complete sequence [Arabidopsis thaliana] 



PI clone: 



168914 

LIB3234-075-P1-K1-F1 

BLASTN 

g4159712 

87 

2.0e-41 

126 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

168915 

LIB3234-075-P1-K1-F10 

BLASTX 

gl32675 

351 

2'.0e-33 

82 

88 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L14 >gi 71222 pir R5NT14 



22912 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein L14 - common tobacco chloroplast 
>gi_118 64_emb_CAA77379_ (Z00044) ribosomal protein L14 

[Nicotiana tabacum] >gi_225233_prf 1211235BQ ribosomal 

protein L14 [Nicotiana tabacum] 

168916 

LIB3234-075-P1-K1-F11 

BLASTN 

g4589411 

55 

2.0e-22 

63 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F5H8/ complete sequence 



168917 

LIB3234-075-P1-K1-F3 

BLASTX 

g4455159 

301 

2.0e-27 

118 

61 

(AL021687) putative protein 



[Arabidopsis thaliana] 



168918 

LIB3234-075-P1-K1-F5 

BLASTX 

gl695719 

531 

2.0e-54 

125 

86 

(D89342) luminal binding protein [Arabidopsis thaliana] 
168919 

LIB3234-075-P1-K1-F6 

BLASTX 

g3128172 

491 

l.Oe-49 

108 

92 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
168920 

LIB3234-075-P1-K1-F7 

BLASTN 

g4159712 

361 

O.Oe+00 

361 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 
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Method 


BLASTX 


NCBI GI 


g2924258 


OJ-LTiO 1 J\^\JJ.Xi 


ft / ft 


E V3lus 


Q np— 4p 
^ . ue fi 0 


Kiatcn ±engL.n 


1 1 Q 

X ± y 




84 




v^uuuftft; KNA polymerase oeta 


9prr Mo 


1 fiftQ99 


spa TD 


T — m S — PI — Wl — P7 
JjXDO^jfi U /O irX lM o/ 


Method 


BLASTN 


NCBI GI 


g3702724 


BLAST score 


334 


F 1 IIP 
J_j V Ct X LI " 


n Ho-Lnn 




o 






L^V^OX L/C O l.^X Xp L. XVjl 1 


MX cijjxu.op£> 1 o ufiaxxana genoiuic 




K17N15, complete sequence [A: 


Sprr Mo 


X DO O 


Otr • X U 




Mpt hofi 




NCBI GI 


g2062169 


BLAST score 


507 


E vslue 


1 n^a — c;i 

1 . ue^o 1 




X X -7 


% identity 


73 


NCBI Description 


(AC001645) ABC transporter (] 




thaliana] 


Seq. No. 


168924 


Seq. ID 


LIB3234-075-P1-K1-H3 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3128136 

349 

0-..0e+00 

365 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K1F13, complete sequence [Arabidopsis thaliana] 



clone ; 



168925 

LIB3234-075-P1-K1-H7 

BLASTX 

gl345967 

68 

5.0e-29 

93 

72 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

(VERSION 2) >gi_32264 9_pir A44227 omega-3 fatty acid 

desaturase (EC 1.14.99.-) - rape >gi_167148 (L01418) 
linoleic acid desaturase [Brassica napus] 



Seq. No. 



168926 



22914 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-076-P1-K1-A1 

BLASTX- 

g2246456 

563 

3.0e-58 

106 

97 

(U71400) S-adenosyl-methionine-sterol-C-methyltransfera 
[Arabidopsis thaliana] 

168927 

LIB3234-076-P1-K1-A10 

BLASTX 

g2244906 

146 

l.Oe-16 

92 

54 

(Z97339) indole-3-acetate beta-glucosyl transferase 
[Arabidopsis thaliana] 

168928 

LIB3234-076-P1-K1-A12 

BLASTN' 

g2335191 

36 

9.0e-ll 

36 

100 

Arabidopsis thaliana bHLH protein (Atmyc-146) gene, 
complete cds 

168929 

LIB3234-07 6-P1-K1-A3 

BLASTX 

g2244906 

336 

l.Oe-31- 

94 

71 

{Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



168930 

LIB3234-076-P1-K1-A4 

BLASTX 

gl839188 

168 

7.0e-12 

94 

57 

(U86081) root hair defective 
168931 

LIB3234-076-P1-K1-A8 

BLASTX 

g4835233 



3 [Arabidopsis thaliana] 



22915 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



535 

6.0e-55 

108 

100 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thalianal 



168932 

LIB3234-076-P1-K1-B1 

BLASTX 

g541847 

616 

2.0e-64 

114 

98 

alcohol dehydrogenase 



(EC 1.1.1.1) - Arabidopsis thaliana 



168933 

LIB3234-076-P1-K1-B12 

BLASTN 

g2914688 

184 

4.0e-99 

360 

99 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168934 

LIB3234-076-P1-K1-B4 

BLASTX 

gll2682 

555 

3.0e-57 

118 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin -precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

168935 

LIB3234-076-P1-K1-B8 
BLASTN 
gl6428 
180 

l.Oe-96 
368 
98 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 

NCBI Description A. thaliana posF21 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168936 

LIB3234-07 6-P1-K1-B9 

BLASTN 

g3449332 

343 



22916 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



O.Oe+00 

355 

99 

Axabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSF19, complete sequence [Arabidopsis thaliana] 

168937 

LIB3234-07 6-P1-K1-C1 

BLASTN 

g2924257 

61 

l.Oe-25 

85 

93 

Tobacco chloroplast genome DNA 
168938 

LIB3234-07 6-P1-K1-C10 

BLASTX 

g464987 

524 

l.Oe-53 
96- 
.100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBCIO - Arabidopsis thaliana 

>gi_297878_emb_CAA7 8715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 {L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

168939 

LIB3234-07 6-P1-K1-C11 

BLASTN 

gll576 

132 

2.0e-68 

164 

95 

Soybean plastid DNA for rpsl2, rps7, 16S rRNA, tRNA-Val, 
NADH dehydrogenase and ORE 

168940 

LIB3234-07 6-P1-K1-C12 

BLASTX 

g4587550 

237 

6.0e-20 

90 

56 

{AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 

168941 

LIB3234-076-P1-K1-C2 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g3738313 
50 

4.0e-19 

145 

83 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168942 

LIB3234-076-P1-K1-C3 

BLASTX 

g2499945 

523 

2.0e-53 

105 

100 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_107 6363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 * -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 

168 943 

LIB3234-07 6-P1-K1-C4 

BLASTX 

gl28877 

343 

2.0e-32 

100 

73 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 4L, CHLOROPLAST 

>gi_66167_pir DENTNL NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain 4L - common tobacco chloroplast 
>gi_1223668_emb_CAA77396_ {Z00044) NADH dehydrogenase ND4L 

subunit [Nicotiana tabacum] >gi_225256_prf 1211235CQ NADH 

dehydrogenase 4L-lik:e ORE 101 [Nicotiana tabacum] 

168944 

LIB3234-076-P1-K1-C6 

BLASTN 

g2924257 

37 

2,0e-ll 

89 

91 

Tobacco chloroplast genome DNA 
168945 

LIB3234-076-P1-K1-C7 

BLASTN 

g2252823 

178 

8.0e-96 

178 

100 
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NCBI Description Arabidopsis thaliana BAG IG005I10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168946 

LIB3234-076-P1-K1-C8 
* BLASTN 
g2252823 
51 

6.0e-20 

83 

90 

Arabidopsis thaliana BAC IG005I10 
168947 

LIB3234-076-P1-K1-C9 

BLASTX 

gl864017 

548 

2.0e-56 

104 

100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
168948 

LIB3234-076-P1-K1-D1 

BLASTX 

gll4532 

548 

2.0e-56 

122 

89 

ATP SYNTHASE ALPHA CHAIN >gi_67824_pir PWNTA 

H+-transportihg ATP synthase (EC 3.6.1.34) alpha chain - 
common tobacco chloroplast >gi_117 69_emb_CAA23471_ (V00162) 
alpha subunit of ATPase [Nicotiana tabacum] ~ 
>gi_11811_emb_CAA77341_ (Z0p044) ATPase alpha subunit 

[Nicotiana tabacum] >gi_225270_prf 1211235E ATPase alpha 

[Nicotiana tabacum] . 



Seq. No. 


168949 




Seq. ID 


LIB3234-076- 


-P1-K1-D3 


Method 


BLASTN 




NCBI GI 


g3327867 




BLAST score 


367 




E value 


O.Oe+00 




Match length 


367 




% identity 


100 




NCBI Description 


Arabidopsis 


thaliana 




1, complete 


cds 


Seq. No. 


168950 




Seq. ID 


LIB3234-076- 


-P1-K1-D5 


Method 


BLASTX 




NCBI GI 


g2288887 




BLAST score 


585 




E value 


8.0e-61 




Match length 


117 




% identity 


93 





mRNA for COPl-Interacting Protein 
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NCBI Description 



(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_einb_CAA7 6803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 {AC0054 99) mevalonate diphosphate decarboxylas,e 
[Arabidopsis thaliana] 





X O O -7 ^ X 


Seq. ID 


JLiXO^^^*i \J I \J It X rvX D t 


Mp1" hnH 


RT.nqTY 




gxoj7^o / ^ 


BLAST score 


261 


E value 




Match length 


71 


% identity 


77 


NCBI Description 


(X91915) LEA D113 homologue typel [Arabidopsis 


<J C • \J • 


X UO ^ O £. 












gfi u ;7Uo 0 ^ 




0x1 


SLi VOX Lie 




Match length 


97 


% identity 


100 


NCBI Description 


(AF025333) vesicle-associated membrane protein 




synaptobrevin 78 [Arabidopsis thaliana] 


Seq. No. 


168953 


Seq. ID 


LIB3234-076-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g4760411 


BLAST score 


340 


E value 


O.Oe+00 


Match length 


365 


% identity 


98 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 

168954 

LIB3234-076-P1-K1-E1 

BLASTX 

gl705463 

471 

2.0e-47 

104 

86 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2 12954 7_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (031806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

■ >gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 



168955 

LIB3234-07 6-P1-K1-E10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2828185 

262 

l.Oe-145 

353 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUD21, complete sequence [Arabidopsis thaliana] 

168956 

LIB3234-076-P1-K1-E11 

BLASTN 

g2924257 

70 

4.0e-31 

134 

89 

Tobacco chloroplast genome DNA 
168957 

LIB3234-076-P1-K1-E2 

BLASTX 

g4559372 

241 

2.0e-20 

61 

77 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
>gi_4 64 6235_gb_AAD26898.1_AC007266_6 (AC007266) putative 
CONSTANS protein [Arabidopsis thaliana] 

168958 

LIB3234-076-P1-K1-E3 

BLASTX 

gll69515 

220 

3.0e-18 

70 

70 

EM-LIKE PROTEIN GEAl >gi_2119768_pir S34819 embryonic 

abundant protein Eml - Arabidopsis thaliana 
>gi_298070_emb_CAA77509_ (Z11158) Em protein [Arabidopsis 
thaliana] >gi_298072_emb_CAA7797 9_ (Z11921) Em protein 
homologue [Arabidopsis thaliana] >gi__3068708 (AF049236) Eml 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168959 

LIB3234-076-P1-K1-E6 

BLASTX 

g4558547 

281 

4 .Oe-25 

121 

57 

(AC007138) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



168960 



22921 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3234-076-P1-K1-E7 
BLASTX 
-g3176874 
406 

8.0e-40 

116 

63 

(AF065639) cucumi sin- like serine protease [Arabidopsis 
thaliana] 

168961 

LIB3234-076-P1-K1-E8 

BLASTN 

g3789706 

163 

l.Oe-86 

325 

88 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

168962 

LIB3234-076-P1-K1-E9 

BLASTX 

gl628583 • 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

168963 

LIB3234-076-P1-K1-F1 

BLASTN 

g2264309 

360 

O.Oe+OO 

360 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJJ3, complete sequence [Arabidopsis thaliana] 

168964 

LIB3234-076-P1-K1-F12 

BLASTX 

g2924258 

563 

3.0e-58 

120 

93 

(Z00044) RNA polymerase beta'* subunit [Nicotiana tabacum] 
168965 

LIB3234-076-P1-K1-F2 
BLASTX 



22922 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3892057 
585 

9.0e-61 

122 

49 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
168966 

LIB3234-07 6-P1-K1-F4 

BLASTX 

gl20675 

458 

7.0e-46 

105 

84 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_2114 3_enib_CAA2784 4_ {X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168967 

LIB3234-07 6-P1-K1-F5 

BLASTN 

g3860242 

298 

l.Oe-167 . 

374 

97 

Arabidopsis thaliana chromosome I BAC T13M11 genomic 
sequence, complete sequence 

168968 

LIB3234-076-P1-K1-F7 

BLASTX 

g4455336 

422 

l.Oe-41 

77 

100 

(AL035525) pectinesterase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



168969 

LIB3234-076-P1-K1-F8 

BLASTN 

g4 4 55321 

45 

3.0e-16 

85 

89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 

168970 

LIB3234-076-P1-K1-G10 
BLASTN 



BAC clone F4I10 



22923 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

3LAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3298532 
340 

O.Oe+00 

360 

99 

- Arabidopsis thaliana chromosome IT BAG T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168971 

LIB3234-076-P1-K1-G11 

BLASTX 

g2980771 

435 

3.0e-43 

101 

86 

(AL022198) chloroplast omega-6 fatty acid desaturase {fad6) 
[Arabidopsis thaliana] 

168972 

LIB3234-076-P1-K1-G2 

BLASTN ^ 

g4468103 

333 

O.Oe+00 

362 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 

168973 

LIB3234-076-P1-K1-G4 

BLASTN 

g3298532 

48 

5.0e-18 

86 

94 

Arabidopsis thaliana chromosome il BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168974 

LIB3234-076-P1-K1-G5 

BLASTX 

g2244750 

494 

4.0e-50 

110 

87. 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 {AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

168975 

LIB3234-076-P1-K1-G6 

BLASTX 

gll69601 



22924 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



389 

9.0e-38 

98 

80 

OMEGA-6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_493068 (U09503) chloroplast omega-6 fatty acid 
desaturase [Arabidopsis thaliana] 

168976 

LIB3234-076-P1-K1-H1 

BLASTX 

g3355308 

258 

2.0e-22 

50 

100 

(AJ009695) wall-associated kinase 4 [Arabidopsis thaliana] 
168977 

LIB3234-076-P1-K1-H10 

BLASTN 

g2262135 

117 

3.0e-59 

216 

93 

Arabidopsis thaliana BAC TlOPll from chromosome IV, near 1! 
cM, complete sequence 

168978 

LIB3234-07 6-P1-K1-H12 

BLASTX 

g3367596 

188 

4.0e-23 

83 

68 

(AL031135) putative protein [Arabidopsis thaliana] 
168979 

LIB3234-076-P1-K1-H3 

BLASTX 

gi345973 

677 

l.Oe-71 

122 

100 

OMEGA-3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-'3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (Ad004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



ENDOPLASMIC RETICULUM 
fatty acid desaturase (EC 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method' - . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168980 

LIB3234-076-P1-K1-H4 

BLASTN 

g2760169 

151 

l.Oe-79 

167 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFB13, complete sequence [Arabidopsis thaliana] 

168981 

LIB3234-076-P1-K1-H5 

BLASTN 

g2262135 

151 

l.Oe-79 

214 

93 

Arabidopsis thaliana BAC TlOPll from chromosome IV, near 
cM, complete sequence 

168982 

LIB3234-076-P1-K1-H9 - 

BLASTX 

g99837 

195 

4 .Oe-15 

97 

48 

2S storage protein - wild cabbage >gi_1787 8_emb_CAA4 6783 
(X65970) 2S storage protein [Brassica oleracea] 
>gi_17880_emb_CAA4 6172_ (X65038) 2S storage protein 
[Brassica oleracea] 

168983 

LIB3234-077-P1-K1-A1 

BLASTX 

gl20667 

181 

8.0e-14 

55 

69 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

168984 

LIB3234-077-P1-K1-A10 

BLASTX 

g3249096 

471 

2.0e-47 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



108 
90 

(AC003114) Match to mRNA for importin alpha-like protein 4 
(impa4) gb_Y14 616 from A. thaliana. ESTs gb_N96440, 
gb_N37503, gb_N374 98 and gb_T42198 come from this gene, 
[Arabidopsis thaliana] 

168985 

LIB3234-077-P1-K1-A11 

BLASTX 

g4679028 

58 

7.0e-26 

130 

47 

(AF077207) HSPC021 [Homo sapiens] 
168986 

LIB3234-077-P1-K1-A12 

BLASTX 

g4490737 

333 

4.0e-31 
127 

56 ^. ' 

{AL035708) putative protein [Arabidopsis thaliana] 

168987 

LIB3234-b77-Pl-Kl-A2 

BLASTX 

g3980396 

501 

7.0e-51 

95 

99 

(AC004561) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 

168988 

LIB3234-077-P1-K1-A3 

BLASTX 

g231442 

63 

4.0e-37 

126 

59 

HYPOTHETICAL 260 KD PROTEIN (ORF 2216) >gi_336938 (M81884) 
ORF2216 [Epifagus virginiana] >gi_336942 (M81884) ORF2216 
[Epifagus virginiana] 

168989 

LIB3234-077-P1-K1-A4 

BLASTX 

g2829918 

601 

l.Oe-62 
120 



22927 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



98 

{AC002291) similar to "tub" protein gp__U824 68_2072162 
[Arabidopsis thaliana] 

168990 

LIB3234-077-P1-K1-A8 

BLASTX 

g3915961 

592 

l.Oe-61 

124 

90 

HYPOTHETICAL 267 KD PROTEIN {ORF 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_einb_CAA774 38_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

168991 

LIB3234-077-P1-K1-A9 

BLASTX 

g3915961 

400 

4.0e-39 

106 

75 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ .(Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb^CAA77 438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

168992 

LIB3234-077-P1-K1-B1 

BLASTN 

g3885325 

324 

O.Oe+00 

336 

99 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168993 

LIB3234-07 7-P1-K1-B12 

BLASTX 

gl486472 

406 

l.Oe-39 

94 

85 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 

168994 

LIB3234-077-P1-K1-B2 

BLASTX 

g4678311 

470 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-47 

90 

99 

{AL04 9655) aquaporin/MIP-like protein [Arabidopsis 
thaliana] 

168995 

LIB3234-077-P1-K1-B7 

BLASTX 

g3808062 

155 

2.0e-10 

64 

45 

{AB019195) PVlOO [Cucurbita maxima] 
168996 

LIB3234-077-P1-K1-B9 

BLASTN 

g4199934 

275 

l.Oe-153 

279 

100 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

168997 

LIB3234-077-P1-K1-C11 

BLASTN 

g4757403 

252 

l.Oe-139 

382 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168998 

LIB3234-077-P1-K1-C12 

BLASTX 

g3445209 

526 

8.0e-54 

129 

71 

(AC004786) putative serine carboxypeptidase I 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168999 

LIB3234-077-P1-K1-C2 

BLASTX 

g3953466 

585 

l.Oe-60 

131 

87 
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NCBI Description (AC002328) F20N2.11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method* 
NCBI GI 
BLAST score 
E value 



i69oaa 

LIB3234-077-P1-K1-C5 

BLASTN 

g2760165 

144 

3.0e-75 
335 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



169001 

LIB3234-077-P1-K1-C6 

BLASTX 

g4587529 

369 

8.0e-36 

78 

90 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238. EST gb_H76902 comes from this gene 

169002 

LIB3234-077-P1-K1-C7 

BLASTX 

g544424 

267 

2.0e-23 

86 

62 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 1 9755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ {Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 {L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb__AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

169003 

LIB3234-077-P1-K1-C8 

BLASTX 

g3395432 

260 

l.Oe-22 

89 

56 

(AC004683) unknown protein [Arabidopsis thaliana] 
169004 

LIB3234-077-P1-K1-C9 

BLASTN 

g2656026 

250 

l.Oe-138 
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Match length 

% identity 

NCBI Description 



293 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDF20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169005 

LIB3234-077-P1-K1-D1 

BLASTX 

g4204277 

654 

8.0e-69 

121 

100 

(AC00414 6) Hypothetical protein [Arabidopsis thaliana] 
169006 

LIB3234-077-P1-K1-D10 

BLASTX 

g544424 

160 

2.0e-20 

74 

77 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19*755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

169007 

LIB3234-077-P1-K1-D2 

BLASTX 

g4006881 

447 

2.0e-44 

115 

80 

(Z99707) putative protein [Arabidopsis thaliana] 
169008 

LIB3234-077-P1-K1-D3 

BLASTX 

g4006881 

361 

2.0e-34 

109 

72 

(Z99707) putative protein [Arabidopsis thaliana] 
169009 

LIB3234-077-P1-K1-D6 

BLASTN 

g2832611 

379 

O.Oe+00 
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J J X 








ajj-Luopsis t.naj.iana uwh cnroiuosome 4, dAL- clone cUCo 




/rcoaTT or"o-i \ 

Vi-ioorixx pro J ecu / 


Cprr No 


169010 


Seq. ID 


T.TR^?^4-n77-Pl-Kl-n7 
xixo<j^^*3 \j 1 1 XT J. rvx L^f f 


Method 


BLASTN 


NCBI GI 


g3461834 


BLAST score 


268 


Lj V C* J. U 


X . VJ C X ^ Z7 


Matph lpnrr1"h 


358 

J »J o 


St i H^ni" T i" XT 


Q7 


NCBI De*5r'r i n1~ i on 


*^x clijxiaupoxo LllaXXallcl ollx OluOSOuie ±1 t5H^^ 1^14 qenOIUlC 




ocm-icxioe/ ouxtipxcLc sequence L^raDxaopsis tnaxianaj 


Sea No 


169011 


Seq. ID 


T.TR^P'^4-n77-P1 -PCI -nft 


Method 


BLASTX 


NCBI GI 


g4309732 


BLAST <5rorp 


X -J \J 


J_j V d J. 


9 np-1 n 




1 1 n 

X X U 


% identitv 

O V-4 1 1 l_ -L. ^ Y 


42 




i/iL^uuDfi J nypouneticai protein [AraDiaopsis thalianaj 


5^prT No 

C \^ * ■ 


X O JVJ X ^ 


Seq. ID 


LIB3234-077-P1-K:1-D9 


Method 


BLASTN 


NCBI GI 


gl2279 


BLAST score 


35 


E value 


4.0e-10 


Matph 1 pnrfhh 


4 3 


9 U. V.J.C i i L> X L. y 






^P-Lnacn cnxoropxasi: genes ror tne and 4 4 ku reaction 




L-enuxe/ cnioropnyxi a— Dinuing prorem and ror tRNA— Ser 




( nr^A \ 

\ \J\jr\ ) 


Sea No 


X U ^ X .J 


Seq. ID 


T.TR^?'^4-n77-P1-K1-P1 9 

X>Xi->^^^*i \J I f IT X rvX XiX^ 


Method 


BLASTX 


NCBI GI 


g4063536 


BLAST «=?Porp 


604 


R va 1 IIP 




liOUOli Xdi^L>Xl 


X ^ V 


^ 1 Hpnt* 1 *t" \7 

o Xv^dlL.XUy 


Q7 


MPRT n^Qpr-T ri1- 1 on 

LNV_«OX L/CO OX X^ L. X Oil 


\t\c \j oD^yjKj ) Air synunase oeta suouniu [uapparis spinosa] 


Sea No 


169014 


Seq. ID 


T.TR^?^4-n77-P1 -K1 -F9 

XlXO^^^*t \J f 1 t X ivX l-i^ 


Method 


BLASTN 


NCBI GI 


g4586098 


BLAST score 


224 


E value 


l,0e-123 


Match length 


349 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone F16J13 
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(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID •' - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169015 

LIB3234-077-P1-K1-E3 

BLASTX 

g3128188 

550 

l.Oe-56 

109 

94 

(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 
169016 

LIB3234-077-P1-K1-E7 

BLASTN 

g4586241 

378 

O.Oe+00 

394 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T20K18 
(ESSA project) 

169017 

LIB3234-077-P1-K1-E8 

BLASTN 

g4510338 

391 

O.Oe+00 

395 

100 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

169018 

LIB3234-077-P1-K1-E9 

BLASTX 

g3080442 

705 

8.0e-75 

128 

98 

(AL022605) putative protein [Arabidopsis thaliana] 
169019 

LIB3234-077-P1-K1-F10 

BLASTX 

g2342690 

243 

l.Oe-20 

91 

37 

(AC000106) Similar to Homo copine I 
[Arabidopsis thaliana] 



(gb_U83246) . 



Seq. No. 
Seq. ID 



169020 

LIB3234-077-P1-K1-F11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl35858 

292 

2.0e-26 

57 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_einb_CAA45114_ {X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 {M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi__4 4 5128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

169021 

LIB3234-077-P1-K1-F12 

BLASTN 

g4582411 

110 

7.0e-55 

130 

96 

Arabidopsis thaliana chromosome 1 BAC T23K8 sequence, 
complete sequence 

169022 

LIB3234-077-P1-K1-F2 

BLASTN 

g2828180 

234 

l.Oe-129 

392 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDK4, complete sequence [Arabidopsis thaliana] 

169023 

LIB3234-077-P1-K1-F4 

BLASTN 

g4589437 

38 

3.0e-12 

182 

80 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 

169024 

LIB3234-077-P1-K1-F6 

BLASTN 

gl6181 

120 

4.0e-61 

128 

98 

A. thaliana gene for tonoplast intrinsic protein 
alpha-TIP (Ara) >gi_166622_gb_M84343_ATHATIP Arabidopsis 
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thaliana tonoplast intrinsic protein (alpha-TIP) gene, 
complete cds 



Seq. No. 
Seq., ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169025 

LIB3234-077-P1-K1-F8 
BLASTX 
glll0531 
171 

3.0e-12 
124 
37 

(U40570) autoantigen Ku86 [Mesocricetus auratus] 
169026 

LIB3234-077-P1-K1-G1 
BLASTX 
g2252841 
4 92 

8.0e-50 
125 
75 

{AF013293) No definition line found [Arabidopsis thaliana] 
169027 

LIB3234-077-P1-K1-G10 ■ 
BLASTX 
gl628583 
72 

8.0e-24 
106 
64 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

169028 

LIB3234-077-P1-K1-G12 

BLASTX 

gl619602 

383 

5.0e-37 

91 

79 

(Y08726) MtN3 [Medicago truncatula] 

169029 
^ LIB3234-077-P1-K1-G2 
BLASTX 
g2129577 
429 

2.0e-42 

83 

99 

DnaJ homolog protein - Arabidopsis thaliana >gi_727357 
(U22340) DnaJ homolog [Arabidopsis thaliana] 



Seq. No. 



169030 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3234-077-P1-K1-G4 

BLASTN 

g2924505 

301 

l.Oe-169 

393 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone M4E13 
{ESSAII project) 

169031 

LIB3234-077-P1-K1-G5 

BLASTN 

g4455339 

125 

7.0e-64 

199 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone T12J5 
(ESSAII project) 

169032 

LIB3234-077-P1-K1-G7 

BLASTX 

g4115921 

413 

l.Oe-40 

121 

62 

(AF118222) F3H7.4 gene product [Arabidopsis thaliana] 
>gi_4539434_emb_CAB40022.1_ {AL049523) putative protein 
[Arabidopsis thaliana] 

169033 

LIB3234-077-P1-K1-G9 

BLASTX 

g2970654 

239 

4.0e-20 

95 

57 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 

169034 

LIB3234-077-P1-K1-H1 

BLASTX 

g4337195 

159 

9.0e-ll 

44 

75 

{AC006403) putative protein kinase [Arabidopsis thaliana] 
169035 

LIB3234-077-P1-K1-H11 
BLASTX 



22936 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g3915866 
187 

5.0e-14 

58 

76 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE--TRNA LIGASE) (GLNRS) 
>gi_2995455_emb_CAA62901_ {X91787) tRNA-glutamine 
synthetase [Lupinus luteus] 

169036 

LIB3234-077-P1-K1-H3 

BLASTN 

g3860242 

330 

O.Oe+00 

389 

96 

Arabidopsis thaliana chromosome I BAC T13M11 genomic 
sequence, complete sequence 

169037 

LIB3234-077-P1-K1-H4 

BLASTX 

g2160146 

417 

5.0e-41 

99 

85" 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953,F21M12.3,F21M12.1. EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 

169038 

LIB3234-077-P1-K1-H7 

BLASTX 

g4581166 

144 

4.0e-09 

55 

53 

(AC006220) hypothetical protein [Arabidopsis thaliana] 
169039 

LIB3234-077-P1-K1-H8 

BLASTX 

gl628583 

355 

5.0e-34 

88 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ . (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

169040 

LIB3234-078-P1-K1-A11 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2980787 
216 

r.Oe-118 

350 

50 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) ^ 



PI clone M7J2 



9p»n Mo 


J. O -3 U 4 X 


Seq, ID 


J-tX Dh 


Method 




NCBI GI 




BLAST score 


437 


E value 


2.0e-43 


Match length 


78 


% identity 


100 


NCBI Description 


(AC00582 


Seq. No. 


169042 


Seq. ID 


LIB3234-I 


Method 


BLASTX 


NCBI GI 


g267073 


BLAST score 


271 


E value 


5.0e-26 


Match length 


100 


% identity 


65 


NCBI Description 


TUBULIN ] 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



beta chain - Arabidopsis thaliana >gi_166898 {M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 {M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

169043 

LIB3234-078-P1-K1-A4 

BLASTN 

g3789706 

179 

3.0e-96 

294 

96 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

169044 

LIB3234-078-P1-K1-A5 

BLASTX 

g4008006 

4 93 

5.0e-50 

121 

79 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



169045 

LIB3234-078-P1-K1-A6 

BLASTN 

g3763944 



22938 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

l.Oe-27 

144 

90 

Arabidopsis thaliana DNA chromosome 4, BAG clone F28A23 
(ESSAII project) 

169046 

LIB3234-078-P1-K1-A7 

BLASTX 

gl345973 

229 

2.0e-19 

46 

93 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

169047 

LIB3234-078-P1-K1-A9 

BLASTN 

gl6375 

34 

4.0e-10 

106 

83 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 



Seq. No. 169048 

Seq. ID LIB3234-078-P1-K1-B1 

Method - BLASTX 

NCBI GI gll5783 

BLAST score 4 90 

E value l.Oe-49 

Match length 104 

% identity 88 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 169049 

Seq. ID LIB3234-078-P1-K1-B10 

Method BLASTX 

NCBI GI g2832707. 

BLAST score 427 

E value 3,0e-42 

Match length 88 

% identity 99 



22939 



NCBI Description (AL021713) translation initiation factor eIF-2 ganuna 
chain-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169050 

LIB3234-078-P1-K1-B2 

BLASTX 

g4337188 

284 

2.0e-25 

82 

76 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
169051 

LIB3234-078-P1-K1-B3 

BLASTN 

g4415928 

335 

O.Oe+00 

400 

100 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169052 

LIB3234-078-P1-K1-B5 

BLASTN 

g2264302 

387 

O.Oe+00 

387 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC12, complete sequence [Arabidopsis thaliana] 

169053 

LIB3234-078-P1-K1-B6 

BLASTX 

gl350680 

527 

6.0e-54 

109 

94 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169054 

LIB3234-078-P1-K1-B7 

BLASTN 

gl6375 

74 

9.0e-34 

182 

85 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 



Seq. No. 



169055 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-078-P1-K1-B8 

BLASTX 

gl23541 

400 

5.0e-39 

76 

99 

17.4 KD CLASS 
>gi_81639_pir 
thaliana >gi 



I HEAT SHOCK PROTEIN (HSP 17.4) 
_JQ0351 heat shock protein 17 - Arabidopsi 
16340 emb CAA35182 (X17293) heat shock 



protein (AA 1 - 156) [Arabidopsis thaliana] 
169056 

LIB3234-078-P1-K1-B9 

BLASTN 

gl6339 

151 

l.Oe-79 

207 

94 

Arabidopsis HSP17.4 gene for 17.4kDa heat shock protein 
169057 

LIB3234-078-P1-K1-C1 

BLASTN 

g4589432 

264 

l.Oe-147 

366 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MMJ24, complete sequence 

169058 

LIB3234-078-P1-K1-C12 

BLASTN 

g2656030 

380 

0. Oe+00 

380 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUL8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



169059 

LIB3234-078-P1-K1-C2 

BLASTN 

g4220468 

330 

0. Oe+00 

374 

99 

Arabidopsis thaliana chromosome II BAC T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169060 

LIB3234-078-P1-K1-C3 
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Method 


BLASTN 






NCBI GI 


g4589428 






BLAST score 


226 






I_j V Cl X U C 










351 








1 on 






LNV_fJ^X L^CO ^X I. X Wll 


**x ai-»xu,vj^ox o (-iidxxciiia. (^cilvJlilXL^ L^LNri/ t-ilx OluOSOIiie 


0 f fL 


clone : 










Sea. No. 


169061 






Seq. ID 


LIB3234-078-P1-K1-C4 

XJXi-)<^£.<.J*3 V//U tX x\X V^*a 






Method 


BLASTN 






NCBI GI 


g4589428 






BLAST score 


91 






E vfllue 


9 . Oe-4 4 






Match ] pncrth 


227 






St "iHori't~"i+*\/ 


ft s 






NCBI Descriotion 


Arabidon^i <5 i"ha1 i 3n^5 npnomi DMA r^hr'OTnocrMno 


R Pi 
Of r X 


clone I 




fir no / ouiu^xcLc que nee 






Sea No 


169062 






Seq. ID 


LTR'^?'^4-n7ft-P1 -FCI -r7 
xixo-.j£.^*i \j 1 O irx i\x ^/ 






Method 


BLASTX 






NCBI GI 


gl009712 






UXJi^tJ 1. O x.' X C 


351 






R v;^ 1 np 

i— t V Cl ^ 


^ ■ «j .J 








1 on 

X U 






3; iHpn"l~i'f"\7 
V xuciiL.xuy 


fi7 






LNV^DX Ot-X X^ U X Ull 


{u^/o^o} caxreuicuxin LAraDiuopsis tnaiianaj 






Sea. No 


169063 

d. \J \J \J ^ 






Seq. ID 


xixo^^^*i \j 1 o tx r\x v_/0 






Method 


BLASTX 






NCBI GI 


g4314363 






BLAST srorp 


659 






R VP 1 n p 

1—1 V Cl X 










X o u 






% i rJpnt i t v 


99 






NPRT np cip-r 1 -n-h i on 

L^\^i->X L^C O ^X X^ L. X l^il 


\rtv^uvjDo*iuj nypounetxcax protein [AraDioopsis 


thaliana] - 


Sea. No. 


169064 






Seq. ID 


LIB3234-078-P1-K1-C9 






Method 


BLASTX 






NCBI GI 


g3450842 






BLAST score 


436 






E value 


3.0e-43 






Match length 


94 






% identity 


82 






NCBI Description 


(AF080436) mitogen activated protein kinase kinase 


[Oryza 




sativa] 





Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169065 

LIB3234-078-P1-K1-D1 

BLASTN 

g2245126 

245 

l.Oe-135 
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Match length 353 
% identity 100 

NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



1.69066' 

LIB3234-078-P1-K1-D10 

BLASTN 

g2245031 

243 

l.Oe-134 

378 

96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

169067 

LIB3234-078-P1-K1-D12 

BLASTX 

g520478 

444 

3.0e-44 

89 

100 

(U0913'?) pyruvate dehydrogenase El beta subunit 

[Arabidopsis thaliana] >gi_10904 98_prf 2019230A pyruvate 

dehydrogenase [Arabidopsis thaliana] 

169068 

LIB3234-078-P1-K1-D3 

BLASTX 

gll3026 

518 

7.0e-53 

113 

88 

ISOCITRATE LYASE (ISOCITRASE) - (ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 
isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 
isocitrate lyase [Brassica napus] 

169069 

LIB3234-078-P1-K1-D4 

BLASTX 

gl402904 

486 

3.0e-49 

96 

97 

(X98313) peroxidase [Arabidopsis thaliana] 
169070 

LIB3234-078-P1-K1-D5 
BLASTN 



22943 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g2894557 
392 

0. Oe-i-00 

392 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T805 
CESSAII project) 

169071 

LIB3234-078-P1-K1-D6 

BLASTX 

gl361982 

546 

4.0e-56 

103 

100 

4-coumarate — CoA ligase (EC 6.2.1.12) - Arabidopsis 
thaliana >gi_609340 (U18675) 4-coumarate--coen2yme A ligase 
[Arabidopsis thaliana] 

169072 

LIB3234-078-P1-K1-D7 

BLASTX 

g400923 

451 

5.0e-45 

89 

98 

RAS-RELATED PROTEIN RAB7 >gi_4854 97_pir S33531 GTP-binding 

protein rab - garden pea >gi_20756_emb_CAA4 6600_ (X65650) 
RAS-related GTP-binding protein [Pisum sativum] 

169073 

LIB3234-078-P1-K1-D8 

BLASTX 

g2738248 

587 

6.0e-61 

118 

92 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

169074 

LIB3234-078-P1-K1-E11 

BLASTX 

g99735 

603 

7.0e-63 

114 

100 

L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 

169075 

LIB3234-078-P1-K1-E12 
BLASTX 



22944 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2065173 
150 

5.0e-15 

85 

52 

(Y11174) similarities with RPl and EBl [Homo sapiens]" 
169076 

LIB3234-078-P1-K1-E3 

BLASTN 

g2828180 

162 

6.0e-86 

265 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDK4, complete sequence [Arabidopsis thaliana] 

169077 

LIB3234-078-P1-K1-E6 

BLASTN 

g4756963 

347 : 

O.Oe+00 

372 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

169078 

LIB3234-078-P1-K1-E8 

BLASTX 

g4589964 

287 

5.0e-26 

84 

73 

(AC007169) delta 9 desaturase [Arabidopsis thaliana] 
169079 

LIB3234-078-P1-K1-E9 

BLASTX 

g3335169 

619 

l.Oe-64 

117 

100 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 

169080 

LIB3234-078-P1-K1-F10 

BLASTX 

g266693 

457 

l.Oe-45 



22945 



Match length 123 
% identity 76 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length ; 
% identity . 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



OLEOSIN >gi^282875_pir_S22538 oleosin - Arabidopsis 
thalxana >gi_l 64 05_eitib_CAA4 422 5_ (X62353) oleosin 
nfnocco?^''^ thaliana] >gi_4455257_einb CAB36756. 1 
{AL035523) oleosin, 18. 5K [Arabidopsis"thaliana] ~ 

^69081 

LIB3234-078-P1-K1-F11 
BLASTX 
g99735 
563 

4.0e-58 
114 
94 

L-ascorbate peroxidase (EC 1.11.1. 11) precursor - 
Arabidopsis thaliana (fragment) 

169082 

LIB3234-078-P1-K1-F12 

BLASTN 

g4544365 

322 

0; Oe+00 

384 

96 

Arabidopsis thaliana chromosome II BAC F26H6 genomic 
sequence, complete sequence 

169083 

LIB3234-078-P1-K1-F2 

BLASTX 

g3023848 

533 

l.Oe-54 

113 

34 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCAl 
>gi 2289095 (U77381) WD-40 repeat protein [Arabidopsis 
tnalianaj ^ 

169084 

LIB3234-078-P1-K1-F4 

BLASTX 

g4218002 

459 

6.0e-46 

93 

100 

(AC006135) putative UTP-glucose glucosyltransf erase 
[Arabidopsis thaliana] 

169085 

LIB3234-078-P1-K1-F5 

BLASTN 

g3420042 



22946 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



371 

O.Oe+00 

391 

99 

Arabidopsis thaliana chromosome II BAG T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169086 

LIB3234-078-P1-K1-F6 

BLASTN 

g2924651 

208 

l.Oe-113 

216 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K2A18, complete sequence [Arabidopsis thaliana] 

169087 

LIB3234-078-P1-K1-F7 

BLASTN 

g2924651 

171 

2.0e-91 

185 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K2A18, complete sequence [Arabidopsis thaliana] 

169088 

LIB3234-078-P1-K1-F8 

BLASTX 

g2262167 

598 

3.0e-62 

114 

100 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

169089 

LIB3234-078-P1-K1-F9 

BLASTX 

g2058311 

405 

l.Oe-39 

98 

78 

(X79566) cinnamoyl-CoA reductase [Eucalyptus gunnii] 
169090 

LIB3234-078-P1-K1-G11 

BLASTX 

gl26079 

163 

3.0e-ll 
125 
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% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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LATE EMBRYOGENESIS ABUNDANT PROTEIN 76 (LEA 76) 

>gi_81683_pir S04130 embryonic abundant protein (clone 

PLEA76) - rape >gi_17829_einb_CAA334 06 (X15348) LEA76 
•peptide (AA 1-280) [Brassica napus] 
>gi_226789_prf_1605299A Lea76 gene [Brassica napus] 

169091 

LIB3234-078-P1-K1-G12 

BLASTX 

gll61171 

156 

2.0e-10 

12L 

18 

(L42465) late embryogenesis abundant protein [Picea glauca] 
169092 

LIB3234-078-P1-K1-G2 

BLASTX 

g3Q25470 

376 

3.0e-36 

126 

54 

(U76756) endo-beta-1, 4-glucanase [Pinus radiata] 
169093 

LIB3234-078-P1-K1-G4 

BLASTX 

g927575 

63 

l.Oe-11 

78 

55 

{U12926) alpha galactosidase [Glycine max] 
169094 

LIB3234-078-P1-K1-G5 

BLASTX 

gl864017 

559 

l.Oe-57 

106 

100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
169095 

LIB3234-078-P1-K1-G6 

BLASTX 

g2645971 

509 

8.0e-52 

110 

83 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabid'opsis thaliana] 
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169096 

LIB3234-078-P1-K1-G8 

BLASTX 

gll2682 

571 

4.0e-59 

122 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi 81605 pir S08510 
^''^''tff^io P^^^^^s^^ (CRB) - Arabidopsis thaliani" 
>gx 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

169097 

LIB3234-078-P1-K1-G9 

BLASTN 

g3128142 

311 

l.Oe-175 

356 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQN23, complete sequence [Arabidopsis thaliana] 

169098 

LIB3234-078-P1-K1-H1 
BLASTX 
g2244905 
517 

9.0e-53 
128 
77 



PI clone; 



(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

169099 

LIB3234-078-P1-K1-H10 
BLASTN 

gl707006 
183 

l.Oe-98 

256 

93 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169100 

LIB3234-078-P1-K1-H11 

BLASTN 

g3659491 

93 

2.0e-45 

101 

99 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 

2294 9 



1/ complete sequence [Arabidopsis thai 



lana] 
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169101 

LIB3234-078-P1-K1-H2 

BLASTX 

g2244905 

382 

'5.0e-37 
110 
68 

{Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

169102 

LIB3234-078-P1-K1-H5 

BLASTN 

gl707006 

143 

9.0e-75 

235 

94 

Arabidopsis thaliana chromosome II BAG T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169103 

LIB3234-078-P1-K1-H6 

BLASTX 

g633890 

250 

2.0e-21 
88 
62 

(S72926 
vulgare 



) glucose and ribitol dehydrogenase homolog [Hordeum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
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% identity 



169104 

LIB3234-079-P1-K1-A11 

BLASTX 

g3334123 

645 

9.0e-68 

132 

99 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi 1655480_dbj_BAA13599_ (D88374) gamma subunit of 

TACnn^''^^^^^^ [Arabidopsis thaliana] >gi 2924787 

AC002334) mitochondrial Fl-ATPase, gamma subunit " 
[Arabidopsis thaliana] ^unxc 

169105 

LIB3234-079-P1-K1-A12 

BLASTX 

g2129753 

662 

l.Oe-69 

132 

96 
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